865 









100 










105 










110 






Ala 


Glu 


Met 


lie 


Arg 


Gly 


Pro 


Arg 


Leu 


Pro 


Gin 


Glu 


Leu 


Pro 


Ser 


Pro 






115 










120 










125 








Leu 


Thr 


Tyr 


Glu 


Gin 


Val 


Leu 


Ala 


Leu 


Met 


Ala 


Ala 


Pro 


Glu 


Leu 


Asp 




130 










135 










140 










Lys 


Val 


Thr 


Gly 


Phe 


Arg 


Asp 


Arg 


Cys 


Leu 


Leu 


Glu 


Leu 


Phe 


Tyr 


Ser 


145 










150 










155 










160 


Ser 


Gly 


Leu 


Arg 


He 


Ser 


Glu 


He 


Thr 


Ala 


Leu 


Asn 


Arg 


Ala 


Asp 


He 








165 










170 










175 




Asp 


Phe 


Gin 


Ser 


His 


Leu 


Leu 


His 


He 


Arg 


Gly 


Lys 


Gly 


Lys 


Lys 


GlU 






180 










185 










190 






Arg 


lie 


Val 


Pro 


Met 


Thr 


Lys 


Val 


Ala 


Val 


Gin 


Trp 


Leu 


Gin 


Asp 


Tyr 




195 










200 










205 








Leu 


Asn 


His 


Pro 


Asp 


Arg 


Ala 


Ser 


Val 


Glu 


Gin 


Asp 


His 


Gin 


Ala 


Cys 




210 










215 










220 










Phe 


Leu 


Asn 


Arg 


Phe 


Gly 


Lys 


Arg 


Leu 


Ser 


Thr 


Arg 


Ser 


He 


Asp 


Arg 


225 










230 










235 










240 


Lys 


Phe 


Gin 


Gin 


Tyr 


Leu 


Leu 


Lys 


Thr 


Gly 


Leu 


Ser 


Gly 


Ser 


lie 


Thr 








245 










250 










255 




Pro 


His 


Thr 


He 


Arg 


His 


Thr 


He 


Ala 


Thr 


His 


Trp 


Leu 


Glu 


Arg 


Gly 








260 










265 










270 






Met 


Asp 


Leu 


Lys 


Thr 


He 


Gin 


Leu 


Leu 


Leu 


Gly 


His 


Thr 


Ser 


Leu 


Glu 






275 










280 










285 








Thr 


Thr 


Thr 


He 


Tyr 


Thr 


His 


Val 


Ser 


Met 


Lys 


Leu 


Lys 


Lys 


Gin 


He 




290 










295 










300 










His 


Asp 


Glu 


Thr 


His 


Pro 


His 


Asn 


Leu 


GlU 


Glu 













305 310 315 



(2) INFORMATIONS POUR LA SEQ ID NO: 83: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 04 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (78154 7 9 065 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 83: 



Met 


Ser 


Tyr 


Arg 


Gly 


Leu 


Thr 


He 


Leu 


Gly 


cys 


Ser 


Ser 


Gin 


Gin 


Pro 


1 








5 










10 










15 




Thr 


Arg 


His 


Arg 


Asn 


His 


Gly 


Ala 


Tyr 


Leu 


Leu 


Arg 


Trp 


Asn 


Gly Glu 








20 










25 










30 






Gly 


Leu 


Leu 


Phe 


Asp 


Pro 


Gly 


Glu 


Gly 


Thr 


Gin 


Arg 


Gin 


Phe 


He 


Tyr 






35 










40 










45 








Ala 


Asn 


He 


Ala 


Pro 


Thr 


Val 


Val 


Ser 


Arg 


He 


Phe 


He 


Ser 


His 


Phe 




50 










55 










60 










His 


Gly 


Asp 


His 


Cys 


Leu 


Gly 


Leu 


Gly 


Ser 


Met 


Leu 


Met 


Arg 


Leu 


Asn 


65 










70 










75 










80 


Leu 


Asp 


Arg 


Val 


Ser 


His 


Pro 


He 


His 


Cys 


Tyr 


Tyr 


Pro 


Ala 


Ser 


Gly 










85 










90 










95 




Lys 


Lys 


Tyr 


Phe 


Asp 


Arg 


Leu 


Arg 


Tyr 


Ser 


Thr 


He 


Tyr 


His 


Glu 


Thr 








100 










105 










110 






He 


Lys 


Val 


He 


GlU 


His 


Pro 


He 


Asp 


Arg 


Glu Gly 


He 


Val 


Glu 


Asp 






115 










120 










125 









866 



Phe Gly Asn Phe Arg He Glu Ser Arg Gin Leu Asp His Leu Val Asp 
Thr III Gly Tr P Arg He £r Olu Pro Asp Thr Thr Lys Phe lie Pro 
III Lys He Lys Ala "la Gly Leu Lys Gly Pro He Met Gin olu Leu 
II. Asn Lys Gly Arg Val Lys Val A-n Asp Thr He Val His Leu Asp 
Asp Val Ser Tyr Thr Arg Lys Gly Asp Ser He Ala Val Val Ala Asp 
Ser Leu Pro Cys Gin Ala Ila Val Asp Leu Ala Arg Asn Ala Arg He 
L eu III Cys Glu ser Thr Tyr Leu Glu Glu His Ser His Leu Ala g. 



III His Tyr His Met Sr Ala Lys Gin Ala Ala Glu Gin Ala Lys Arg 



230 



Ala Glu Val Gin Leu He Leu Thr hIs Phe Ser Ala Arg Tyr Asn 



250 



265 



Thr Thr Glu Glu Phe Val Gin Glu Ala Gly Glu He Phe Pro Asn Val 



Phe Ala fla Glu Glu Phe Cys Ser Tyr Glu Phe Pro Lys Asn Pro Ser 



280 



■yac 300 
290 29b 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 698 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (7 9878 .. 8197 1 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 84: 

Ala Gin Val Leu Leu Ser He Glu Asp Arg He Arg He Val Lys Pro 
'lie Gin Asp Lys Tyr Leu Lys Ala Lys val Ser Tyr His Lys Glu Asn 
Lys Glu Leu Thr Glu Glu Leu Lys Ala Tyr Ser He Ser He Val Ser 
He lie lis Asp Leu Leu Lys Leu Asn Pro Leu Phe Lys Glu Glu Leu 
Gin He Phe Leu Gly His Ser Asp Phe Thr Glu Pro Gly Lys Leu Ala 

Asp Phe Ser Val Ala Leu Thr Thr Ala Thr Arg Glu Glu Leu Gin Glu 

85 90 
Glu Thr Thr Asp Met His Asp 
100 105 
Lys Lys Glu Leu Asp Leu Ser 
115 120 
He Glu Ala Thr He Thr Lys 

Lys III Gin Leu Lys Thr He Lys Lys Glu Leu Gly Leu Glu Lys Asp 



He L eu Glu Thr Thr Asp Met His Asp Arg He Asp Lys Ala Leu Val 



L eu Leu Lys Lys Glu Leu Asp Leu Ser Arg Leu Gin ser Ser He Asn 



Gin Lys lie Glu Ala Thr lie Thr Lys Ser Gin Ij. Glu Phe Phe Leu 



150 



Asp His Ala Val Asp Leu Glu Lys Phe Met Glu Arg Phe Asn Lys Arg 



867 











165 










170 










175 




Asp 


Val 


Pro 


Gin 


Tyr 


Ala 


Met 


Asp 


Val 


He 


Gin 


Asp 


Glu 


Met 


Asp 


Lys 








180 










185 










190 






Leu 


Gin 


Thr 


Leu 


Glu 


Thr 


Ser 


Ser 


Ala 


Glu 


Tyr 


Ala 


Val 


Cys 


Arg 


Asn 






195 










200 










205 








Tyr 


Leu 


Asp 


Trp 


Leu 


Thr 


He 


Val 


Pro 


Trp 


Gly 


He 


Gin 


Thr 


Lys 


Glu 




210 










215 










220 










Tyr 


His 


Asp 


Leu 


Lys 


Lys 


Ala 


Glu 


Ser 


He 


Leu 


Asn 


Lys 


Asp 


His 


Tyr 


225 










230 










235 










240 


Gly 


Leu 


Glu 


Asp 


He 


Lys 


Gin 


Arg 


He 


Leu 


Glu 


Leu 


He 


Ser 


Val 


Gly 










245 










250 










255 




Lys 


Leu 


Ala 


Asn 


Gly 


Met 


Lys 


Gly 


Ser 


He 


He 


Cys 


Leu 


Val 


Gly 


Pro 








260 










265 










270 






Pro 


Gly 


Val 


Gly 


Lys 


Thr 


Ser 


He 


Gly 


Arg 


Ser 


He 


Ala 


Lys 


Val 


Leu 






275 










280 










285 








His 


Arg 


Lys 


Phe 


Phe 


Arg 


Phe 


Ser 


Val 


Gly 


Gly 


Met 


Arg 


Asp 


Glu 


Ala 




290 










295 










300 










Glu 


lie 


Lys 


Gly 


His 


Arg 


Arg 


Thr 


Tyr 


He 


Gly 


Ala 


Met 


Pro 


Gly Lys 


305 










310 










315 










320 


Leu 


Val 


Gin 


Ala 


Leu 


Lys 


Gin 


Ser 


Gin 


He 


Met 


Asn 


Pro 


Val 


He 


Met 










325 










330 










335 




He 


Asp 


Glu 


Val 


Asp 


Lys 


He 


Gly 


Ser 


Ser 


Tyr 


His 


Gly 


Asp 


Pro 


Ala 








340 










345 










350 






Ser 


Ala 


Leu 


Leu 


Glu 


Val 


Leu 


Asp 


Pro 


GlU 


Gin 


Asn 


Lys 


Asp 


Phe 


Leu 






355 










360 










365 








Asp 


His 


Tyr 


Leu 


Asp 


Val 


Arg 


Val 


Asp 


Leu 


Ser 


Asn 


Val 


Leu 


Phe 


He 




370 










375 










380 










Leu 


Thr 


Ala 


Asn 


Val 


Leu 


Asp 


Ser 


He 


Pro 


Asp 


Pro 


Leu 


Leu 


Asp 


Arg 


385 










390 










395 










400 


Met 


Glu 


Val 


Leu 


Arg 


Leu 


Ser 


Gly 


Tyr 


He 


Leu 


Glu 


Glu 


Lys 


Leu 


Gin 










405 










410 










415 




He 


Ala 


Thr 


Lys 


Tyr 


Leu 


Val 


Pro 


Arg 


Ala 


Arg 


Lys 


Glu 


Met 


Gly 


Leu 








420 










425 










430 






Ser 


Ala 


Gin 


Asn 


Val 


Thr 


Phe 


Gin 


Pro 


Glu 


Ala 


He 


Lys 


His 


Met 


He 






435 










440 










445 








Asn 


Asn 


Tyr 


Ala 


Arg 


Glu 


Ala 


Gly 


Val 


Arg 


Thr 


Leu 


Asn 


Glu 


Asn 


He 




450 










455 










460 










Lys 


Lys 


Val 


Leu 


Arg 


Lys 


Val 


Ala 


Leu 


Lys 


He 


Val 


Gin 


Asn 


Gin 


Glu 


465 










470 










475 










480 


Lys 


Asn 


Pro 


Ser 


Lys 


Lys 


Ser 


Arg 


Phe 


Thr 


He 


Thr 


Pro 


Lys 


Asn 


Leu 










485 










490 










495 




Gin 


Asp 


Tyr 


Leu 


Gly 


Lys 


Pro 


Val 


Phe 


Ser 


Ser 


Asp 


Arg 


Phe 


Tyr 


Glu 








500 










505 










510 






Lys 


Thr 


Pro 


Val 


Gly 


Val 


Ala 


Thr 


Gly 


Leu 


Ala 


Trp 


Thr 


Ser 


Leu Gly 






515 










520 










525 








Gly 


Ala 


Thr 


Leu 


Tyr 


He 


Glu 


Ser 


Val 


Gin 


Val 


Pro 


Ser 


Ser 


Ser 


Gly 




530 










535 










540 










Lys 


Ala 


Asp 


Met 


His 


Leu 


Thr 


Gly 


Gin 


Ala 


Gly 


Asp 


Val 


Met 


Lys 


Glu 


545 










550 










555 










560 


Ser 


Ser 


Gin 


He 


Ala 


Trp 


Thr 


Tyr 


Leu 


His 


Ser 


Ala 


Leu 


Glu 


Arg 


Tyr 










565 










570 










575 




Ala 


Pro 


Gly 


Gin 


Pro 


Phe 


Phe 


Glu 


Lys 


Ser 


Gin 


Val 


His 


He 


His 


He 








580 










585 










590 






Pro 


Glu 


Gly 


Ala 


Thr 


Pro 


Lys 


Asp 


Gly 


Pro 


Ser 


Ala 


Gly 


He 


Thr 


Met 






595 










600 










605 








Val 


Thr 


Ser 


Leu 


Leu 


Ser 


Leu 


Leu 


Leu 


Asp 


Val 


Pro 


Val 


Leu 


Asn 


Asn 




610 










615 










620 










Leu 


Gly 


Met 


Thr 


Gly 


Glu 


Leu 


Thr 


Leu 


Thr 


Gly 


Arg 


Val 


Leu 


Gly 


He 


625 










630 










635 








640 



869 



(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 83792.. 84850 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 86: 

ser Gly Oly Arg Phe Lys Glu Val ser Glu Ala Tyr Glu Val Leu oly 

is P Ala Gin Lys Arg Glu Ser Tyr Asp Arg Tyr Gly Lys Asp Gly Pro 

Phe Ala Gly fla Gly Gly Phe Gly Gly Ala Gly Met Gly Asn Met Glu 

Asp Ala Leu Arg Thr Phe Met £y Ala Phe Gly Gly Asp Phe Gly Gly 

Asn G°iy Gly Gly Phe Phe llu Gly Leu Phe Gly Gly Leu Gly Glu Ala 

Phe Gly Met Arg Gly lly Ser Glu Ser Ser Arg Gin Gly Ala Ser Lys 

85 ° ^ 

L ys Val His lie Thr Leu Ser Phe Glu Glu Ala Ala Lys Gly Val Glu 

100 105 



Lys Glu Leu Leu Val Ser Gly Tyr Lys Ser Cys Asp Ala Cys Ser Gly 

* 120 ±zr> 



ser Gly III Asn Thr Ala Lys Gly Val Lys Val Cys Asp Arg Cys Lys 



135 



140 



Gly ser Gly Gin Val Val Gin Ser Arg Gly Phe Phe Ser Met Ala Ser 

150 lbb 



130 

T hr Cys Pro Asp Cys Ser Gly Glu Gly Arg Val He Thr Asp Pro Cys 



ser Val Cys Arg III Gin Gly Arg lie lys Asp Lys Arg ser Val His 
Val Asn lie Pro Ala Gly Val Asp Ser Gly Met Arg Leu Lys Met Glu 



Oly Tyr Gly Asp Ala Gly Gin Asn Gly Ala Pro Ala Gly Asp Leu Tyr 



215 



Val Phe lie Asp Val Glu Pro His Pro Val Phe Glu Arg His Gly Asp 
£p Leu Val Leu Glu Leu Pro He Gly Phe Val Asp Ala Ala Leu Gly 



He Lys Lys Glu lie Pro Thr Leu Leu Lys Glu Gly Thr Cys Arg Leu 
ser lie Pro Glu Gly He Gin Ser Gly Thr Val Leu L^ Val Arg Gly 

Gin Gly Phe Pro Asn Val His lly Lys Ser Arg Gly As P Leu Leu Val 

290 295 



Arg III ser val Glu Thr Pro Gin His Leu ser Asn Glu Gin Lys Asp 

III Leu Arg Gin Phe III Ala Thr Glu jy. Ala Glu Asn Phe Pro Lys 

Lys Arg Ser Phe III Asp Lys He Lys Gly Phe Phe Ser Asp Phe Ala 
340 345 

Val 



(2) INFORMATIONS POUR LA SEQ ID NO: 87: 



870 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 682 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 84876.. 86921 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 87: 

Glu Gly Ala Ala Val Arg His Ser Val Tyr Gin Leu Asp Ser Ala Val 

1 5 10 15 

Glu Asn Val Phe Arg Leu Ala Trp Thr Leu Arg Phe Ser Glu Arg Lys 

20 25 30 

Met Leu Leu Leu Ser Arg Gin Ser Gly Ser Gly Gly Ser Phe Gin Leu 

35 40 45 

Ser Cys Ala Gly His Glu Leu Ala Gly Val Val Ala Ala Lys Ser Leu 

50 55 60 

He Pro Gly Lys Asp Trp Ala Phe Pro Tyr Tyr Arg Asp Gin Gly Phe 
65 70 75 80 

Pro Leu Gly Leu Gly Cys Asp Leu Ser Glu He Phe Ala Ser Phe Leu 

85 90 95 

Ala Arg Thr Thr Gin Asn His Ser Ala Gly Arg Met Met Pro Tyr His 

100 105 HO 

Tyr Ser His Lys Lys Leu Arg He Cys Cys Gin Ser Ser Val Val Gly 

115 120 125 

Thr Gin Phe Leu Gin Ala Ala Gly Arg Ala Trp Gly Val Lys Asn Ser 

130 135 140 

Gly Lys Ser Glu Val Val Tyr Val Ser Gly Gly Asp Gly Ser Thr Ser 
145 150 155 160 

Gin Gly Glu Phe His Glu Met Leu Asn Phe Ala Ser Leu His Gin Leu 

165 170 175 

Pro Leu Val He Ala He Gin Asn Asn Gin Trp Ala He Ser Val Pro 

180 185 190 

Phe Ala Asp Gin Cys Gly Ala Asp Leu Val Ala Leu Gly Asn Ser Tyr 

195 200 205 

Ser Gly Leu Ala Thr Tyr Glu Val Asp. Gly Gly Asp Val Ser Val Leu 

210 215 220 

Thr Gin Thr Phe Glu Arg Ala Val Ser Asp Ala Arg His Arg His He 
225 230 235 240 

Pro Ala Leu Val He Val Asn Val Val Arg Leu Glu Ser His Ser Asn 

245 250 255 

Ser Asp Asn Gin Ala Lys Tyr Arg Ser Glu Glu Asp Leu Ser Cys Cys 

260 265 270 

Gin Ala Gin Asp Pro Leu Val Arg Leu Glu Lys Ser Leu Leu Asp Asp 

275 280 285 

Phe Gly Val Ala His Glu Val He Glu Gin He Lys Ala Glu Leu Gin 

290 295 300 

Glu Thr Val Asn Gin Ala Cys Glu Leu Ala Glu Ser Ala Pro Phe Pro 
305 310 315 320 

Cys Lys Gly Ala Thr Lys His Glu Val Phe Ala Pro Tyr Asn He Ser 

325 330 335 

Leu He Asp Tyr Glu Asn Ala Leu Glu Thr Ala Ser Leu Gin Lys Leu 

340 345 350 

Glu Pro Arg Val Met Arg Aspi Ala He Thr Glu Ala Leu Val Glu Glu 

355 360 365 

Met Gin Arg Asp Pro Gly Val Val Val Phe Gly Glu Asp Val Ala Gly 



871 



375 380 
Asn Lys Gly 01, Val Phe Gly « Thr Ar g Thr L.u Thr clu cm Ph. 

J°iy Glu Asn «. cys Pn. Asn Thr Pro L.u 1. olu Ala Thr II. II. 

Gly Al. A!. v.1 2£ -« »- Jg »» »" ^ W * 5! " 

Glu II. Gin Ph" Ala Asp Tyr II. Trp Pro Gly ,1. Asn Gin L.u P- 
s.r Glu £1 Ala s.r II. Tyr Tyr Ar g s.r Al, Gly Glu Trp Glu «.t 
Pro S v.1 II. Ar, Thr Pro cys oly ol» Tyr II. Gin Gly Gly »» 
£ Hi. s.r Gl„ Asn i" Glu Ala «. L.u Ala His Cys Pro Gly L.u 

Lys v.1 v.! ryr ill s.r Asn Ala Al. Asp Al. Lys Ala L.u L.u Lys 
Al. Ala II. HI Asp Pro A.n Pro val Val Ph. L.u «u His Lys Ala 
L.u Tyr "in Ar„ Aro L.u Ph. s.r Thr Thr Pro Val Ph. S.r s.r Asp 
xyr v" «u Pro Ph. Cly "in Al. Ar g II. Val Hi. Pro Gly Thr Asp 
L.u Thr .1. v.1 s.r III dy Met s.r L.u val M s.r Val Glu val 
Al. Ar a Asp Leu III Glu L.u cly II. ser val clu v.1 II. Asp L.u 
Ar g Thr II. va? Pro cy. Asp Ph. Al. Thr val cys clu s.r val Lys 
Lys Thr III Lys L.u Leu v.1 v.1 His Glu Al. s.r Clu Ph. cys Gly 
Ph. g" s.r Clu Leu v.1 Ala L.u val Ala Clu Arc, Ala Tyr Ar g Tyr 
£ Asp Al. Pro II. Lys Ar 9 II. Gly Al. L.u His Al. Pro val Pro 

Tyr ser Ly. v.1 III clu A.n Glu val L.u Pro Gin Lys Glu Lys II. 

660 65b 
Phe Gin Glu Ala Lys Leu Leu Ala Glu Phe 
675 680 

(2) INFORMATIONS POUR LA SEQ ID NO: 88: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 446 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement (87313 88650) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 88; 

Asp Arg Pro Thr Asn Ser Asn His Pro Leu Gly Asn Arg Gly Thr Leu 

c 10 

La Asn Thr Ser Ser Gin Glu Ser Val Leu Arg lie Cys Ser Arg Glu 

20 25 



872 



Ser Thr Ser Thr 
35 

Tyr His Cys He 
50 

Arg Leu Phe Ser 
65 

He Gly Ser Ala 

He Cys Cys Ala 
100 

Arg Cys Leu Lys 
115 

Leu Leu Phe Ser 
130 

Ala Asn Ser Lys 
145 

Leu He Lys Lys 

Leu Glu Thr Glu 
180 

He Ser Thr He 
195 

Cys Val Ser Lys 
210 

He Asn Thr Pro 
225 

Tyr Ser Leu Pro 

Arg He Leu Asn 
260 

Ser Leu He Leu 
275 

Lys Ser Lys Gly 
290 

Ser Leu Phe Ala 
305 

Lys Lys Arg Gly 

Val Phe Pro Thr 
340 

Leu Phe Cys Leu 
355 

Arg Leu Gly He 
370 

Ser Pro Ala Leu 
385 

Ser Leu Tyr Arg 

Ser Ala Leu Val 
420 

Tyr Gin Ser Leu 
435 



Gly Cys Leu Glu 
40 

Pro Asn Leu He 
55 

Ser Cys Ser Val 
70 

Tyr Trp Leu Ala 
85 

Leu Leu He Val 

Thr Leu Phe Ser 
120 

Pro Leu He Ser 
135 

He Gin Val Thr 
150 

Lys Leu Thr His 
165 

Asp Lys Gin Ser 

Pro Leu Ser Glu 
200 

Ser Ser Cys Pro 
215 

Thr Gin Ser Ser 
230 

He Leu Lys Glu 
245 

Leu Phe Ser Asp 

Gly Thr Pro Leu 
280 

Leu Ser His Leu 
295 

Asn Thr Phe Phe 
310 

Leu Trp Val Leu 
325 

Ser Pro Ser Val 

Ala Pro Phe Ser 
360 

Ser Phe He Phe 
375 

He Leu Ser Phe 
390 

Tyr Tyr Val Ser 
405 

Gly Phe Ser Ser 

Leu Leu Pro Ser 
440 



Gin Ala Asp Val 

Thr Ser Pro He 
60 

Phe Gin Lys Gin 
75 

Gly Met Leu Ala 
90 

Ala Leu His Pro 
105 

Leu Ser He Cys 

Pro Ser Asn Ala 
140 

Lys Gly Ser Ala 
155 

Arg Tyr Ser Gly 
170 

Tyr Gin Asn Leu 
185 

His Thr Val Tyr 

He Thr Phe Arg 
220 

He Phe Leu Arg 
235 

Asn Phe Arg Phe 
250 

Lys Asp He Gly 
265 

Ser Tyr Lys His 

Phe Ser Val Ser 
300 

Phe Leu Leu Gly 
315 

Phe Leu Leu Ser 
330 

Phe Arg Thr Trp 
345 

He Gly His Cys 

Cys Ser Leu Phe 
380 

Leu Ala Thr Leu 
395 

Phe Thr Leu Pro 
410 

Leu Phe Gly Leu 
425 

Phe Leu Ser Phe 



Thr Leu Ser Leu 
45 

Cys Leu Arg He 

His Pro He Phe 
80 

His Gin Ala Pro 
95 

Phe He Pro Lys 
110 

Phe Gly Val Pro 
125 

Ser Arg Ser Val 

Ser Gly Tyr Phe 
160 

Thr Ala Leu Ser 
175 

Pro Cys Ser He 
190 

His Leu Glu Gly 
205 

Ser Ser Lys Leu 

Asn Ser Ser Asn 
240 

Phe Leu His Gin 
255 

Arg Phe Ser Ser 
270 

Lys Glu Leu Phe 
285 

Gly Trp His Phe 

Thr Leu Ser Pro 
320 

Leu Leu Asn Phe 
335 

Phe Ser Ser He 
350 

Ser Ser Leu Asn 
365 

Phe Pro He Ser 

Gly He Leu Phe 
400 

Gly Asn His Tyr 
415 

Tyr Ser Gin Pro 

430 
Ser Gin 
445 



(2) INFORMATIONS POUR LA SEQ ID NO: 89: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 122 acides amines 

(B) TYPE: acide amin£ 



873 



(D) CONFIGURATION: lineaire 
( i i i ) HYPOTHETIQUE : oui 

(vii i) POSITION DANS LE GENOME: 87440.. 87805 
(xi , DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 89: 

^ * m tv«; Met Pro Lys Val Ala Lys Lys Leu Ser lie 
Arg Tyr Lys Glu Asn Lys Met *ro uy ^ 15 

ser Al, Oly Asp U .1. «Y «- « «» 01 ° WS ^ " U 

xl . Pro ser Arg Ph. Wi «. olu oln cys Pro ,1. olu Lys oly Al» 
„ oln Asn Ar 3 «. - «. » »!- «- « « olu Olu 

Vil o"ly Asn ». W «- »™ «" « « ^ "» ^ 80' 

11 «, Phe Leu oly Olu ser V,! Pro Asn Lys Lys W «• «1 Leu 

85 ^ u^= Prn Astd Thr Glu Lys Arg Trp Asp Asn 
Ala Asn Ser Glu Lys Cys His Pro Asp mr * ^ 

Pro Leu Leu Leu Asn Ser Ser Leu Cys Leu 



115 



(2) INFORMATIONS POUR LA SEQ ID NO : 90: 

(i) C ARACTER I STI QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 116 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHET I QUE : ou i 

(vi ii) POSITION DANS LE GENOME: 88400.. 88747 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 90: 

t, tvs lie Gly cys Cys Phe Trp Lys Thr Glu Gin Glu 

Ala Leu Pro Met Lys lie jt ^ 15 

Leu Asn ser Leu II. Ar B Lys Oln lie oly MP «1 Met «, Leu Oly 
Het Oln Trp Tyr Lys Asp Ser V.l Thz ser Al, Cys ser Lys oln Pro 
V,l Olu vL Leu ser Leu Glu Ola «.t tt. Arg Thr Leu ser Trp Olu 
Glu v.l h Ala Lys v.l Pro Arg Leu Pro Arg Oly Trp Phe Olu Leu 

val Oly L.u ser Oln IL W «. ^ f» «» « 3 ^ 
Ph. ser A!. Leu oly «1 Olu Asn Thr Asp Phe Pro Oly lie cys His 

100 



Phe Phe Pro Leu 
115 
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(2) INFORMATIONS POUR LA SEQ ID NO : 91: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 183 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H Y POTHET I QU E : oui 



(viii) POSITION DANS LE GENOME: 88717.. 89265 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 91: 



Phe 


Pro 


Trp 


Tyr 


Leu 


Ser 


Phe 


Phe 


Ser 


Ser 


Leu 


Ser 


His 


Leu 


Asp 


Val 


1 








5 










10 










15 




Arg 


He 


Thr 


Arg 


Asn 


Ser 


Leu 


Ser 


Ala 


Pro 


Tyr Asp 


Val 


Gin 


Met 


Val 








20 










25 










30 






Tyr 


Ser 


Tyr 
35 


Lys 


Gly 


He 


Val 


Tyr 
40 


Leu 


Gly 


Ala 


Pro 


Pro 
45 


Phe 


Glu 


Thr 


Val 


Gly 
50 


Val 


Val 


Phe 


Pro 


Lys 
55 


Leu 


Gly 


Asp 


Glu 


Thr 
60 


Tyr 


Arg 


His 


Phe 


Phe 


Ser 


He 


His 


Asn 


Gly 


Phe 


Ser 


Arg 


Glu 


Gly Glu 


He 


Gly 


He 


Phe 


65 










70 










75 










80 


Pro 


Tyr 


Arg 


Tyr 


Leu 
85 


Ala 


Gin 


Ala 


Gin 


Tyr 
90 


Leu 


Leu 


Arg 


Glu 


Asp 
95 


Leu 


Leu 


Ser 


Arg 


Gly 
100 


Lys 


He 


Ser 


Leu 


Glu 
105 


Asp 


Asn 


Cys 


Ser 


Ser 
110 


Leu 


Gly 


He 


Phe 


Pro 
115 


Phe 


Tyr 


Ala 


Gin 


Tyr 
120 


Asp 


He 


Ala 


Asp 


Ser 
125 


Arg 


Cys 


Phe 


He 


He 
130 


Asp 


Ala 


Lys 


He 


Arg 
135 


Gin 


Tyr 


Phe 


Pro 


Ser 
140 


Tyr 


Asn 


Val 


Arg 


Leu 


Asp 


Asn 


Gin 


Ser 


Leu 


Phe 


Pro 


His 


Gly 


Lys 


He 


Ala 


He 


Ser 


Glu 


145 










150 










155 










160 


Met 


Leu 


Ser 


Asp 


Ser 
165 


His 


Tyr 


His 


Thr 


Phe 
170 


Leu 


Leu 


Trp 


Leu 


Glu 
175 


Gin 


Tyr 


Leu 


Leu 


Ser 


Gin 


Lys 


Pro 





















180 



(2) INFORMATIONS POUR LA SEQ ID NO: 92: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 92 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 89457.. 89732 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 92: 

Met Glu Asp Gly Glu Leu Ser Ala Val Phe Thr He Arg Asn 
15 10 

Gly He His Val Arg Pro Ala Gly Thr He Val Lys Leu Phe 

20 25 30 

Glu Glu Cys Glu Ala Thr Leu Thr Tyr Leu Gly Lys Thr Val 



Pro Ser 
15 

Glu Gly 
Asn Ala 
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40 45 



Arg Ser Va! Met Ser XI. Met ,eu G!y Ala Ser ^ - Giy Olu 

VaX Sa V,! His He ,ys Oly Pro Ser A* Ser ^ Val Met Gin Jy- 

2L Ser Qlu Val Phe Asn Ser Gly Phe Gly Glu Leu 

85 yu 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIO.UES DE LA SEOUENCE: 

(A) LONGUEUR: 562 acid.s amines 

(B) TYPE: acide amine 
(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 89762.. 91447 

DESCRIPTION DE I* SEQUENCE : SEQ ID NO, 93: 
Glu L.u Sin Cl» Clu Ph. val ,1. Val Gly Glu Pro II. val Pro Gly 
„. Gly Leu Gly Lys Ala L.u L.u L.u Gly Lys s,r s.r Leu Arg II. 
srg Giu L.u Thr Leu Pro cin clu Glu val clu His Glu II. s.r Ar 3 
^ Tyr «s Al, L.u Lys « g s.r Ar« s.r A,p L.u Ala Ala L.u clu 
Ly , G?u XI. Lys Gly Ly, Gin Gly Tyr Gin clu !1. Ala s.r II. L.u 
Sn Al, Hi. Leu Clu Ir. II. Lys Asp Pro L.u L.u Thr Glu Clu val 
val Lys Thr II. Ar g Lys Asp Ar, A.n Al, clu Ph. val Ph. S.r 
s.r val Net Z Glu II. Clu Lys S.r L.u cys Al, val cin Lys Thr 
Thr Ala Sr Thr val Asp Ars va! Gin Asp II. His Asp II. s.r Asn 
A„ HI II, Oly His L.u cys cys Gin His Lys s.r s.r L.u Gly Clu 
pf. Asp Gin Asn Leu III Val Ph. s.r clu Glu L.u Thr Pro Ser clu 
Al. Ala Asn Ai, Asn Pro Glu Tyr !1. Arg Gly Ph. V,l s.r L.u Glu 
Gly Al, Lys Thr s.r His Thr Al, II. Val S.r L.u Ala Lys Asn II. 
P„ Tyr V,l Ala Asn Ph. Thr Thr Glu L.u Trp Asp Thr He Asn Glu 
Ph. Ill Gly Thr Leu va! Leu !1. Asn Gly Asp Lys Gly Glu He Thr 
Ph. A.» Pro Gin L.u III Thr II. cm Thr Tyr Tyr Aru Lys Gin Ala 
Ser val s.r V.1 Thr val Pro val Gin Val Gin Thr cly WJ Asn L.u 
Pro Leu II. s.r L.u S.r Al. Gin He va! s.r Thr Glu Glu L.U Pro 
275 280 
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Met lie Glu Arg 
290 

Glu Phe Met Ala 
305 

Ala Asp Gin Tyr 

Val Leu Arg Leu 
340 

Ser Ser Ser His 
355 

Leu Lys Glu Gin 
370 

Leu Lys Val Leu 
385 

Val Lys Arg Leu 

Glu Asn lie Leu 
420 

Met lie Glu Glu 
435 

Asn Asp Leu Ala 
450 

Leu Gly Glu Arg 
465 

His His Val Val 

Cys Gly Glu Met 
500 

Leu Gly Val Lys 
515 

Lys Met Arg Leu 
530 

Lys Gin Leu Leu 
545 

Tyr Val 



Glu Ser Pro Gly 
295 

Phe Ser Leu Gly 
310 

Ala Gin Leu Val 
325 

Phe Asp Phe Gly 

Arg Ser Val Arg 
360 

Leu Gin Ala lie 
375 

lie Pro Gly Val 
390 

Phe Gin Glu Glu 
405 

Trp Gly Ser Met 

lie Leu Gin Glu 
440 

Gin Tyr Thr Leu 
455 

Ser Arg Val Pro 
470 

Glu Gin Ala Lys 
485 

Ala Gly Asp Pro 

Glu Leu Ser Ala 
520 

Leu Asp Leu Asn 
535 

Arg Ala Lys Thr 
550 



Thr Ser Val Gly 
300 

Arg Leu Pro Cys 
315 

Gin Phe Gin Cys 
330 

Glu Asp Lys Glu 
345 

Trp Leu Leu Glu 

Ala lie Val Ser 
380 

lie Asp Ala Ser 
395 

lie Arg Leu Leu 
410 

lie Glu lie Pro 
425 

Ser Ser Phe Val 

Gly Thr Ser Arg 
460 

His Pro Ser Val 
475 

Gin Lys Asn Val 
490 

Ala Leu Leu Pro 
505 

Val lie Pro Ala 

Ser Arg Glu Cys 
540 

Tyr Glu Glu Val 
555 



Leu Phe Arg Ser 

Val Glu Glu Gin 
320 

Ser Asp lie His 
335 

Cys Pro Cys lie 
350 

Gin Glu Lys Val 
365 

Arg lie Gly Arg 

Glu lie Ala Leu 
400 

Lys Gly lie Ser 
415 

Ser Ala Val Trp 
430 

Ala Leu Gly Thr 
445 

Glu Arg Ser Leu 

lie Arg Met lie 
480 

Pro Val Ser Val 
495 

Met Phe Leu Gly 
510 

lie Asn Ser Leu 
525 

Ser Arg Leu Thr 

His Gin Leu Leu 
560 



(2) INFORMATIONS POUR LA SEQ ID NO: 94: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 105 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 91435 91749 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 94: 

Met Gly Ser Gly Tyr Ala Lys Lys Lys Lys Glu Ala Lys Leu Met Glu 

15 10 15 

Arg Gin Phe Met Glu Met Glu Ala Ser Leu Glu Gin Lys Arg Phe Ser 

20 25 30 

Gly Glu Ala Gly Asn Gly Leu Val Ser Val Thr lie Asn Gly Lys Cys 

35 40 45 

Asp Leu Val Asp Val Arg lie Lys Pro Asp Cys Leu Asp Pro Glu Asp 
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50 55 60 

Pro Glu Val Val Ala Asp Leu Phe Arg Ala Asp Leu Lys Gin Leu Lys 

lln Leu Tr P He Val Lys Cys Pro Leu Cys Lys Trp Glu Cys Arg Ser 

85 90 95 

Asn Phe Phe Arg Tyr Thr Tyr Arg Ser 
100 105 



(2) INFORMATIONS POUR LA SEQ ID NO: 95: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 216 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 91745 .. 923 92 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 95: 

Pro He Ser Thr cys Arg Ser His Tyr Tyr Pro Lys Leu Arg Thr Ser 

Val Thr Pro Val Ser Asp Ala Met Gin Met Gly Val Ala Pro Ala His 

20 25 30 

Phe Leu Gin Asp Val Thr Leu Leu Phe Arg Ser Phe Leu Leu Lys Gin 

35 40 45 

Tyr Ser Lys Gin Phe His Ser Val Ala Thr Lys Tyr Ser Ser Glu He 

Leu Leu Glu He Leu Asp Phe Leu Gly Glu Ser Ala Arg His He Asn 

Leu Ala Leu Phe Glu Lys Thr Phe Leu Glu Thr Val He He Arg Leu 

85 90 95 

Leu Arg He Tyr Ser Arg Pro Thr Phe Ser Gin Leu Val Ser Gin He 

100 105 1 

Arg Gin Pro Ala Pro Thr Gin lie Arg Pro He Pro Thr Ala Ser Glu 

Leu Glu III cys Pro Pro Gin He Lys Ser Ser Asn Thr Glu Glu Thr 

130 135 I 40 

Lys Ser Ser Pro Gin Pro Thr Ala Val Ala Lys Leu Ser Gin Gly Ser 

150 155 .Lou 

Jen Leu Thr Ala Ala Ser Ser Gin Thr Lys Lys Glu Thr He His Gin 

165 170 175 

Glu Thr Pro Pro Pro Ser Leu Asp Lys He Ser Pro Ser Glu Ser Ala 

180 l fi5 
Ala lie Asp Thr Leu Leu Gin Phe Ala Val Val Glu Phe Ser Gly Val 

195 200 205 

Leu Thr Lys Glu Pro Lys His Gly 
210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 96: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 265 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



878 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 92344 93 13 8 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 96: 



Asp 


Leu 


Leu 


Ser 


Ser 


Phe 


Phe 


Lys 


Lys 


Val 


Pro 


Pro 


Glu 


Gin 


Phe 


Phe 


1 








5 










10 










15 




Arg 


Asp 


Ser 




Pro 


Glv 




Ser 


Arg 


Val 




Thr 


Gin 


Glu 


Phe 


Pro 








20 










25 










3 0 






Ala 


Ser 


Glu 


Ser 


Arg 


Arg" 


His 


Ala 




He 


Phe 


Ser 


Gly 


He 


Arg 


Gly 






35 










40 










45 








±±11. 






Thr 


Thr 


Leu 


Ala 


Arg 


Val 


Phe 


Ala 


Lys 


Ala 


T .01 1 




v_ y o 














55 










60 










Gin 


Asn 


Pr O 


Thr 


Gin 


Asp 


Gin 


Glu 


Pro 


Cys 


Asn 


Gin 


Cys 


Ala 


He 


Cys 


65 










70 










75 










80 


Lys 


Glu 


He 


Ser 


Leu 


Gly 


Thr 


Ser 


Met 


Asp 


Val 


He 


Glu 


He 


Asp 












85 










9 0 










9 5 




an ^ 

nla 






-rt. l. y 


Gly 


He 


Glu 


Asp 


Tip 


jl y 


Gin 


Tip 




\3XU 


j. hi. 


vul 








100 










105 










110 






Leu. 


Phe 


Val 


Pro 


Ser 


Lys 


Ser 


Arg 


xy j. 


Lys 


He 


xyj- 


He 


He 


Asp 


nln 






115 










120 










125 








Val 


His 


Met 


Leu 


Thr 


Lys 


GlU 


Ala 


Phe 


Asn 


Ser 


Leu 


Leu 


Lys 


Thr 


Leu 




130 










135 










140 










Glu 


Glu 


Pro 


Pro 


Ala 


His 


Val 


Lys 


Phe 


Phe 


Leu 


Ala 


Thr 


Thr 


Glu 


lie 


145 










150 










155 










160 


Ala 


Lys 


He 


Pro 


Asn 


Thr 


He 


Ser 


Ser 


Arg 


Cys 


Gin 


Lys 


Met 


Leu 


Leu 










165 










170 










175 




Lys 


Arg 


He 


Ser 


Glu 


GlU 


Thr 


He 


He 


Asp 


Lys 


Leu 


Ala 


Thr 


He 


Ala 








180 










185 










190 






Lys 


Gin 


Glu 


Gly 


Thr 


Glu 


Thr 


Ser 


Arg 


Glu 


Ala 


Leu 


Leu 


Pro 


He 


Ala 






195 










200 










205 








Lys 


Ala 


Ala 


Gin 


Gly 


Ser 


Leu 


Arg 


Asp 


Ala 


Glu 


Ser 


Leu 


Tyr 


Asp 


Tyr 




210 










215 










220 










Val 


Val 


Gly 


Leu 


Phe 


Pro 


Glu 


Ser 


Leu 


Asp 


Pro 


Asp 


Ser 


Thr 


Ala 


Lys 


225 










230 










235 










240 


Ala 


Leu 


Gly 


He 


Leu 


Ser 


Glu 


Asp 


Ser 


Leu 


Tyr 


Gin 


Leu 


Ala 


Glu 


Ala 










245 










250 










255 




He 


Thr 


Thr 


Gin 


Asn 


Tyr 


Glu 


Gin 


Ala 

















260 265 



(2) INFORMATIONS POUR LA SEQ ID NO: 97: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 258 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement ( 933 61 94134 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 97: 

His Leu Arg Thr Cys Cys Ala He Leu Glu Lys Asp Pro Ser Val Phe 
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5 10 15 



Ser Glu lie He Phe Leu Asp Ser Tyr Pro Gin He Ala Ser Ser Arg 

25 30 



Ser Asp lie Ser Thr Tyr Phe Asp He Ala Pro Ser Leu Arg Asn Phe 

35 40 45 

Tyr Ala Ser Leu Thr Gin Ala Lys Ala Leu Asn lie Ser Val Ser Met 

Phe Ser Pro Asn Thr Lys Gin Gly Gin Cys Ser Asp Cys Trp Gly Leu 

Gly Tyr Gin Trp He Asp Arg Ala Phe Tyr Ala Met Glu Lys Arg Pro 

85 9° 95 

Cys Pro Thr Cys Gly Gly Phe Arg Val Gin Pro Leu He Gin Glu Val 

100 105 11° 

Val Tyr Glu Gly Lys His Phe Gly Gin Leu Leu Gin Ala Ser Leu Asn 

115 120 I 25 

Glu Val Ala Glu Thr Phe Ser Phe Leu Lys Lys lie Gin Lys Pro Leu 

His Tnr Leu lie Thr Asn III Leu Gly Tyr Leu Ser Leu Gly Gin Asn 

150 155 .Lou 

Met Ala Ser Leu Ser Leu Ser Glu Lys He Ala He Lys Leu Thr Lys 

165 170 I 75 

His Leu Phe Leu Pro Pro Lys His Pro Thr Leu Phe Leu Leu Asp Glu 

180 185 iy 

lie Ala Thr Ser Leu Asp Asn Gin Gin Gin Ser Ala Leu Leu Val Gin 

195 200 205 

Leu Asn Thr Leu Val Ser Leu Gly His Thr Val Val He He Glu Asn 

His Pro Ala Phe Ser Gin Gin Ala Asp Phe Trp He Gin Met Gly Arg 

til Thr Asp Asn His fie Leu Phe Ala Gly Pro Asn Pro Asn Leu Ser 
245 250 255 

Phe Thr 



(2) INFORMATIONS POUR LA SEQ ID NO : 98: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 189 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 9407 1 94637 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 98: 

lie Gly Leu Leu Asp Arg Val Gly Leu Gly Tyr Val He Leu Gly Gin 
1 5 10 

Glu Gin Gin Ser Leu Ser Asp Gly Glu His Tyr Arg Leu Leu Leu Ala 

20 25 30 

Lys Ala Phe Ser Ser Gly Leu Thr Asp Val He Tyr Leu Leu Glu Asp 

35 40 45 

Pro Leu Ala Gly He His Pro Glu Asp Ala Pro Cys Leu Leu Ala Val 

50 55 60 

lie Lys Lys Leu Val Thr Asn His Asn Thr Val He Val Thr Asp Arg 
65 70 75 80 
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Glu Gly Ser Leu Ala Glu His Ala Asp Tyr Leu Leu His Leu Gly Pro 

85 90 95 

Glu Pro Gly Pro Asn Gly Gly Tyr Leu Leu Ser Thr Ser Ala Leu Lys 

100 105 110 

Gin Ser Gin Pro Val Leu Cys Asn Thr Arg Ser Ser Glu Glu Thr Pro 

115 120 125 

Gin Leu Ser Val Ser Val Ser Thr Ser Met lie Gin lie Glu Asn Leu 

130 135 140 

Ala Phe Pro Leu Gin Arg Leu Ser Thr lie Ser Gly Val Ser Gly Ser 
145 150 155 160 

Gly Lys Thr Thr Leu Leu Asn Ser lie Tyr Glu His Ala Ala Leu Phe 

165 170 175 

Leu Lys Arg lie Leu Leu Tyr Ser Gin Lys Leu Phe Phe 
180 185 



(2) INFORMATIONS POUR LA SEQ ID NO : 99: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 1224 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 94628 .. 9829 9 ) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 99: 



Asn 


Ser 


Cys 


His 


Ser 


Arg 


Trp 


Asn 


Ser 


Thr 


Asp 


Phe 


Ala 


Arg 


Ser 


Ser 


1 






5 










10 










15 




Ser 


Arg 


Gin 


Asp 


Val 


Leu 


Thr 


Val 


Arg 


Glu 


Cys 


Leu 


Arg 


Gin 


Gly 


Phe 








20 










25 










30 






Thr 


Lys 


Val 


Leu 


He 


Asp 


Glu 


Glu 


Val 


Val 


Pro 


He 


His 


Lys 


Phe 


Leu 




35 










40 










45 








Thr 


Thr 


Gly 


He 


Pro 


Val 


Pro 


Gly 


Gin 


Leu 


He 


Val 


Asp 


Thr 


Leu 


He 




50 










55 










60 










Lys 


Asn 


Thr 


Ser 


Asn 


Thr 


Pro 


Arg 


Leu 


Lys 


Val 


Ser 


Leu 


Phe 


Thr 


Thr 


65 










70 










75 










80 


Leu 


Asp 


He 


Gly 


His 


Gly 


Glu 


Cys 


Ser 


Leu 


His 


Phe 


Asp 


Asn 


Gin 


Lys 










85 










90 










95 




Arg 


Val 


Phe 


Ser 


Thr 


Gin 


Ala 


Thr 


Leu 


Pro 


Glu 


Thr 


Gin 


Gin 


Thr" 


Tyr 






100 










105 










110 






Ala 


Pro 


Leu 


Ser 


Pro 


Asp 


Leu 


Phe 


Ser 


Ser 


His 


Ser 


His 


Lys 


Asp 


Arg 






115 










120 










125 








Cys 


Pro 


Gin 


Cys 


Gin 


Gly 


Ser 


Gly 


He 


Phe 


He 


Ser 


He 


Asp 


Asp 


Pro 




130 










135 










140 










Cys 


He 


He 


Gin 


Gin 


Thr 


Leu 


Ser 


He 


Glu 


Asp 


Asn 


Cys 


Cys 


Pro 


Phe 


145 










150 










155 










160 


Ala 


Gly 


Asn 


Cys 


Ser 


Thr 


Phe 


Leu 


Tyr 


Arg 


Thr 


He 


Tyr 


Gin 


Ser 


Leu 








165 










170 










175 




Ala 


Asp 


Ser 


Leu 


Gly 


Phe 


Ser 


Leu 


Ser 


Thr 


Pro 


Trp 


Gin 


Asn 


Leu 


Ser 






180 










185 










190 






Pro 


Glu 


He 


Gin 


His 


He 


Phe 


Leu 


Tyr 


Gly 


Lys 


Glu 


Gly 


Leu 


Ser 


He 






195 










200 










205 








Pro 


Val 


Lys 


Leu 


Phe 


Asp 


Gly 


Thr 


Leu 


Gly 


Lys 


Lys 


Thr 


Gin 


Thr 


His 




210 










215 










220 










Lys 


Gin 


Trp 


Lys 


Gly Val 


Leu 


Asn 


GlU 


He 


Gly 


Glu 


Lys 


He 


Arg 


Phe 
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240 

230 



III Asn Lys Pro Ala Arg Tyr Leu Pro Lys Gly Thr Ser Tyr Thr Val 

245 zbU 
Cys Pro Arg Cys Asn Lys Thr Gly Leu Ser Asp Tyr Ala Asn Ala Thr 

A rg Trp His Gly Lys Ser Phe Ala Asp Phe Gin Gin Met Ser Leu Gin 



Oltt Leu Phe lie Phe Leu Asn oln Leu Pro Lys Lys Glu Leu Ala He 



Olu Glu val lie Gin Gly Phe Lys Ser Arg Leu Ala He Leu He £p 



295 



300 



III Gly Leu Pro Tyr Leu Ser Pro Glu Arg Ala He Asp Thr Leu Ser 



315 320 



325 330 



Gly Gly Glu Arg Glu Arg Thr Ala Leu Ala Lys His Leu Gly Ala Glu 



L eu He Gly III Met Tyr He Leu Asp Glu Pro Ser He Gly Leu His 



Pro Gin Asp Thr His Lys Leu Met Asn Val He Arg Arg Leu Arg Asp 



360 



375 



oin Gly Asn Thr Val Leu Leu Val Glu His Asp Glu Gin Met He Ser 

III Ala Asp Arg Val lie Asp He Gly Pro Gly Ala Gly Xle Phe Gly 

Gly Glu Val Val III Asn Gly Ser Pro Arg Glu Phe Leu Ala Lys Ser 

ao a 425 
Asp ser Leu Thr Ala Gin Tyr Leu Arg Gin Glu Gin His He Ser Val 



Pro Ala ill Arg Thr Asn Ser Leu Gly Thr He Thr Leu Ser Lys Ala 



Asn Lys His Asn Leu Lys 1^ Leu Thr Val Ser He Pro Leu Gly Gin 



455 



Met Thr val Val Thr Oil Val Ser Gly Ser Gly Lys Ser Ser Leu He 
A sn Asp Thr Leu Val Pro Cys Val Glu Glu Phe He Glu Gin Gly Phe 



475 



Cys Ser Thr III Ser He Gin Gly Ma Leu Ser Arg Leu Val His He 



505 



A sn Arg Asp Leu Pro Gly Arg Ser Gin Arg ser lie Pro Leu Thr Tyr 



520 



II. lys Ala Phe Asp Glu Va! Arg Gin Leu Phe Ala Glu Gin Pro Arg 



535 540 



550 



555 



Cys Lys Thr Leu Gly Leu Thr Lys Ser His Phe Ser Phe Asn Thr Pro 
L eu Gly Ala Cys III Glu cys Gly Gly Leu Gly Ser He Thr Thr Thr 
ASP A sn Arg Asp Ser He Thr Cys Pro Ser Cys Leu Gly Lys Arg Phe 



L eu Pro III Val Leu Glu Val Arg Tyr Lys Asn Lys Thr He Ala Asp 



600 



He III Glu Met Thr Ala Tyr Glu Ala Lys Asn Phe Phe Leu Asp Glu 



615 



620 



III ser lie His Gin Lys He Glu Thr Leu Cys Thr Leu Gly Leu Gin 



635 



650 



Tyr Le u Pro Leu III Arg Pro Leu Tyr Ser Leu Ser Gly Gly Glu He 

(zezci 665 
Gin Arg Leu Lys Leu Ala Tyr Glu Leu Leu Ala Pro Val Lys Hi. Pro 



Thr Leu Tyr Val Leu Asp Glu Pro Thr Thr Gly Leu His Thr His Asp 



680 



fiQ c 700 
690 695 
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Val Lys Gin Leu lie Tyr Val Val Gin Ser Leu lie His Gin Gly His 
705 710 715 720 

Ser Val lie lie lie Glu His Asn Met His Val Val Lys Val Ala Asp 

725 730 735 

Tyr lie Leu Glu Leu Gly Pro Glu Gly Gly Asn Lys Gly Gly Tyr Leu 

740 745 750 

lie Ala Ser Cys Ser Pro Glu Glu Leu lie His Lys His Thr Pro Thr 

755 760 765 

Ala lie Ala Leu Arg Pro Phe Leu Ser Ser Pro Gin Glu Leu Pro Tyr 

770 775 780 

Leu Pro Asp Pro Ser Pro Lys Pro Pro Val Pro Ala Ala lie Thr lie 
785 790 795 800 

Ala Asn Ala His Gin Tyr Asn Leu Lys His lie Asp Leu Ser lie Pro 

805 810 815 

Arg Tyr Ala Leu Thr Ala Val Thr Gly Pro Ser Ala Ser Gly Lys His 

820 825 830 

Ser Leu Val Phe Asp lie Leu His Ala Ala Gly Asn lie Ala Tyr Ala 

835 840 845 

Glu Leu Phe Pro Pro Tyr lie Arg Gin Ala Leu lie Lys Lys Thr Pro 

850 855 860 

Leu Pro Ala Val Asp Lys Val Thr Gly Leu Ser Pro Val lie Ala lie 
865 870 875 880 

Glu Lys Thr Ser Ala Ser Arg Asn Ser Asn His Ser Val Ala Ser Ala 

885 890 895 

Leu Glu lie Ser Glu Met Leu Glu Ser Leu Phe Thr Arg lie Gly His 

900 905 910 

Pro Tyr Ser Pro lie Ser Gly Asp Ala Leu Arg Thr lie Ser Pro Glu 

915 920 925 

Thr lie Ala Glu Glu Leu Leu Thr His Tyr Thr Lys Gly Tyr Val Thr 

930 935 940 

lie Thr Val Pro Phe Pro Lys Glu Glu Glu Phe Phe Ser Tyr Thr Gin 
945 950 955 960 

Glu Met Leu Gin Glu Gly Phe Leu Lys Leu Tyr Ala Asn Glu Gin Phe 

965 970 975 

Tyr Asp Leu Asp Gly Pro Phe Pro Thr Ser Leu Glu Asn Pro Ala Leu 

980 985 990 

Val lie His His Val Lys lie Leu Glu Lys Asn Leu Pro Ser Leu Leu 

995 1000 1005 

Ala Ser Leu Thr Leu Ala Phe Ser Lys Ala Ser Ser Val Cys Leu His 

1010 1015 1020 

lie Glu Tyr Ala Gly Thr Ser Leu Ser Lys Thr Tyr Arg Gin Gly Leu 
1025 1030 1035 1040 

Gin Asp Ala Ser Gly Asn Leu Phe Pro Asn lie Glu Thr Pro Ser lie 

1045 1050 1055 

Leu Asn His Glu Ser Tyr Leu Cys Pro Leu Cys His Gly Lys Gly Phe 

1060 1065 1070 

Leu Ser Thr Cys Ser lie Leu Pro His Lys Lys Arg Phe Ala Gin His 

1075 1080 1085 

Thr Pro lie Ser Leu Phe Thr Ser Leu Phe Pro Asn Gin Asp Pro Ser 

1090 1095 1100 

Pro lie Tyr Pro Leu Leu Asn Glu Leu Gly lie Pro Ser lie Ala Leu 
1105 1110 1115 1120 

Phe Gin Glu lie Asp Val Leu Ser Phe Glu Ser Leu Cys Leu Gly Thr 

1125 1130 1135 

Gin Gin His Leu Gly Leu Asn Ala Leu Cys Thr Lys Ala Met Leu Met 

1140 1145 1150 

Glu Ser Glu Glu Asp Phe Pro Pro Asp Leu lie Ser Lys Thr Pro Cys 

1155 1160 1165 

Asn Gin Cys Gin Gly Leu Gly Val Tyr Thr Tyr Lys His Cys lie Arg 
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1175 1180 

Ila Hi 7 s°s~ ii. ■« «« ~ «- ii. w «;« «■ ^ »* ™* 0 

ilSV «. — Glu s« Glu pro ser Leu S 1 "" 1 " 

1205 1210 
Asp lie Leu Ser Arg Leu Ala Phe 
1220 



(2) INFORMATIONS POUR LA SEQ ID NO: 100: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 201 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



( viii) POSITION DANS LE GENOME: complement ( 9 8113 .. 9 8715 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 100: 
Met ser Ser He Val Arg Leu Ser Gly II. Thr Val Arg Asn Leu Lys 
Ln lie Thr Val Glu Phe Cys Pro Arg Glu He Val Leu Phe Thr Gly 
Val Ser Gly Ser Gly Lys Ser Ser Leu Ala Phe Asn Thr He Tyr Ala 
Ala Gly Arg Lys Arg Tyr Leu fla Thr Leu Pro Ser Phe Phe Ala Thr 
L ys Leu Asp ser Leu Pro Asp Pro Ser Val Lys Lys He Glu Gly Leu 
Ser Pro Thr Val Ala Val Lys Gin Asn Phe Phe Glu Gin His Val His 
Ala Thr val Gly Ser Thr Thr Glu lie Asn Ser Tyr Leu Ala Leu Leu 
Pne ser Leu Oil Gly Gin Ala Tyr Asp Pro Val Thr Leu His Pro Leu 
T hr Leu Tyr ser Lys Glu Lys He Leu Ser Glu He Ala Ala He Pro 
Asp G 3 ly Thr Gin Leu Thr III Leu Ala Pro Leu Pro Ala Arg Met Phe 
III Pro Phe Glu Asn IS Ser Val Lys Gly Leu Pro Lys Ser Ser Leu 

Met Lys Arg Leu Phe Leu Phe He Ser Phe Leu Gin Gin Ala Phe Leu 

180 lbb 
Phe Pro Val Asn Ser Leu Ser He Arg 
195 200 



(2) INFORMATIONS POUR LA SEQ ID NO : 1 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 496 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME : complement ( 9874 1 .. 100228 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 101: 

lie Phe Tyr Ser Leu lie Pro Val Ser Arg Phe Met He Ala Arg Thr 

15 10 15 

Lys He He Cys Thr He Gly Pro Ala Thr Asn Thr Pro Glu Met Leu 

20 25 30 

Glu Lys Leu Leu Asp Ala Gly Met Asn Val Ala Arg Leu Asn Phe Ser 

35 40 45 

His Gly Thr His Glu Ser His Gly Arg Thr He Ala He Leu Lys Glu 

50 55 60 

Leu Arg Glu Lys Arg Gin Val Pro Leu Ala He Met Leu Asp Thr Lys 
65 70 75 80 

Gly Pro Glu He Arg Leu Gly Gin Val Glu Ser Pro He Lys Val Gin 

85 90 95 

Pro Gly Asp Arg Leu Thr Leu Val Ser Lys Glu He Leu Gly Ser Lys 

100 105 110 

Glu Ser Gly Val Thr Leu Tyr Pro Ser Cys Val Phe Pro Tyr Val Arg 

115 120 125 

Glu Arg Ala Pro Val Leu He Asp Asp Gly Tyr He Gin Ala Val Val 

130 135 140 

Val Asn Ala Gin Glu His Met Val Glu He Glu Phe Gin Asn Ser Gly 
145 150 155 160 

Glu He Lys Ser Asn Lys Ser Leu Ser He Lys Asp He Asp Val Ala 

165 170 175 

Leu Pro Phe Met Thr Glu Lys Asp He Ala Asp Leu Lys Phe Gly Val 

180 185 190 

Glu Gin Glu Leu Asp Leu He Ala Ala Ser Phe Val Arg Cys Asn Glu 

195 200 205 

Asp He Asp Ser Met Arg Lys Val Leu Glu Ser Phe Gly Arg Pro Asn 

210 215 220 

Met Pro He He Ala Lys He Glu Asn His Leu Gly Val Gin Asn Phe 
225 230 < 235 240 

Gin Glu He Ala Arg Ala Ala Asp Gly He Met He Ala Arg Gly Asp 

245 250 255 

Leu Gly He Glu Leu Ser He Val Glu Val Pro Gly Leu Gin Lys Phe 

260 265 270 

Met Ala Arg Ala Ser Arg Glu Thr Gly Arg Phe Cys He Thr Ala Thr 

275 280 285 

Gin Met Leu Glu Ser Met He Arg Asn Pro Leu Pro Thr Arg Ala Glu 

290 295 300 

Val Ser Asp Val Ala Asn Ala He Tyr Asp Gly Thr Ser Ala Val Met 
305 310 315 320 

Leu Ser Gly Glu Thr Ala Ser Gly Ala His Pro Val His Ala Val Lys 

325 330 335 

Thr Met Arg Ser He He Gin Glu Thr Glu Lys Thr Phe Asp Tyr His 

340 345 350 

Ala Phe Phe Gin Leu Asn Asp Lys Asn Ser Ala Leu Lys Val Ser Pro 

355 360 365 

Tyr Leu Glu Ala He Gly Phe Ser Gly He Gin He Ala Glu Lys Ala 

370 375 380 

Ser Ala Lys Ala He He Val Tyr Thr Gin Thr Gly Gly Ser Pro Met 
385 390 395 400 

Phe Leu Ser Lys Tyr Arg Pro Tyr Leu Pro He He Ala Val Thr Pro 

405 410 415 

Asn Arg Asn Val Tyr Tyr Arg Leu Ala Val Glu Trp Gly Val Tyr Pro 
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425 430 



420 , !Z r Val Trp A rg His Gin Ala Cys 

Met Leu Thr Leu Glu Ser Asn Arg Thr Val Trp Arg ^ 

435 ;t TQ „ ccr Asn Tvr Asp Lys lie Leu 

Val Tyr Gly Val Glu Lys Gly He Leu Ser Asn Ty^ 

450 -, ~, M ~t- rin rsd Thr Asn Asn Leu Thr Leu 

Val Phe Ser Arg Gly Ala Gly Met Gin Asp Thr ^ Q 

465 • * til! Leu Ser Pro Ser Leu Asp Glu He Val Pro 

Thr Thr Val His Asp Ala Leu Ser Pro ^ 

485 



(2) INFORMATIONS POUR LA SEQ ID NO: 102: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A ) LONGUEUR: 337 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: <10033, .. 101347, 

(lci , DESCRIPTION DE LA SEQUENCE, SEQ ID NO: 102: 

Lys Ar g Pro .1. « ™ Hi. oiy v.! Lys Ala His P M «n « - 
Lr Leu Lys Lys Thr s.r Gly A.» »1 «- ~ ~° S " 

Pha Pro cm S°i. -a oiy - IX. l.u cys Ar 3 « - ^ Tyr 

„o oln L.u Oln v.! V,! T f Pro Ala « « - S « »" 

Glu Asp P.. «. Lys Gin ke Pro Asp «. P f Tnr Asp v.! Gly .J. 
fla Glu Gly His Ala «x *r Pn, s.r Ala «Y n- »» « 
« Pro val cys cys s.r He Tyr s.r Tnr Pn. Leu His « Ala « 
Asp Asn V.1 E Hi. Asp val cy. „er 31» Glu L.u Pro Val II. - 

115 li Hie; asd Gly Arg Ser His His 

Al. Il« Asp Ara Ala oiy Leu Ala Ph. His A.p sly 

oiy III Tyr Asp Leu oiy £. L.u cys s.r H.t Pro Asn Mat val II. 

cys 01„ Pro Ara A.» A 5 la L.u Val L.u Glu Ara L.u P.. « J- ~ 

L.u Leu Trp Ly. s.r Pro Cys Ala lie « S Tyr Pro Asn lie Pro Ala 

A.n Glu Lys Ala ser Asn ser Ser Pa. Pro Pn. ser Pro II. Leu Pro 

195 o rin Glv Asp Asp Leu Leu Leu He Ala 

Gly Glu Ala Glu He Leu Cys Gin Gly Asp A p ^ 

210 !i sla Ie „ Thr val Lys Glu His Leu Leu 

Leu Gly His Met Cys Asn Thr Ala Leu Thr val y 24Q 

Asp Tyr oiy II. ser £r Tnr val val Asp Pro He Ph. IX. «g «. 

L.u Asp Arg Lys L.u L.u Oln s.r L.u L.u Tar Hi. Hi. s.r Ly. val 
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He 


He 


Leu 


Glu 


Glu 


His 


Ser 


He 


His 


Gly 


Gly 


Leu 


Gly 


Ser 


Glu 


Phe 






275 










280 










285 








Leu 


Leu 


Phe 


Leu 


Asn 


Gin 


His 


Asn 


He 


Lys 


Ala 


Asp 


Val 


Leu 


Ser 


Leu 




290 










295 










300 










Gly 


Val 


Pro 


Asp 


Met 


Xaa 


He 


Pro 


His 


Gly 


Asn 


Pro 


Glu 


Leu 


Phe 


Lys 


305 










310 










315 










320 


Phe 


Asp 


Trp 


Thr 


His 


Gin 


Arg 


Ser 


His 


His 


Ser 


Thr 


Asn 


Pro 


Phe 


Ser 






325 










330 










335 




Phe 

































(2) INFORMATIONS POUR LA SEQ ID NO: 103: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 29 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 101323 102210) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 103: 



Met 


Thr 


Tyr 


Ser 


Leu 


Leu 


Pro 


His 


He 


His 


Ser 


Pro 


Gin 


Asp 


Leu 


His 


1 






5 










10 










15 




Ala 


Leu 


Ser 


Leu 


Asp 


Lys 


Leu 


Pro 


Val 


Leu 


Cys 


Asp 


Glu 


He 


Arg 


Asn 








20 










25 










30 






Lys 


He 


He 


Glu 


Ser 


Leu 


Ser 


Leu 


Thr 


Gly 


Gly 


His 


Leu 


Ala 


Ser 


Asn 




35 










40 










45 








Leu 


Gly 


Gly 


Val 


Glu 


Leu 


Thr 


Val 


Ala 


Leu 


His 


Tyr 


Val 


Phe 


Ser 


Ser 




50 










55 










60 










Pro 


Asp 


Asp 


Gin 


Phe 


He 


Phe 


Asp 


Val 


Gly 


His 


Gin 


Ser 


Tyr 


Val 


His 


65 










70 










75 










80 


Lys 


Leu 


Leu 


Thr 


Gly 


Arg 


Asn 


Thr 


Glu 


Ala 


Phe 


Ser 


Asn 


He 


Arg 


His 








85 










90 










95 




Asp 


Asn 


Gly 


Leu 


Ser 


Gly 


Phe 


Thr 


Thr 


Pro 


Gin 


Glu 


Ser 


Asn 


His 


Asp 






100 










105 










110 






He 


Phe 


Phe 


Ser 


Gly 


His 


Ala 


Gly Asn 


Ala 


Leu 


Ser 


Leu 


Ala 


Leu 


Gly 






115 










120 










125 








Leu 


Ala 


Lys 


Gly 


Ser 


Ser 


Asn 


Ser 


Ser 


Ser 


His 


He 


Leu 


Pro 


He 


Leu 




130 










135 










140 










Gly 


Asp 


Ala 


Ala 


Phe 


Ser 


Cys 


Gly Leu 


Thr 


Leu 


Glu 


Ala 


Leu 


Asn 


Asn 


145 








150 










155 










160 


He 


Pro 


Ala 


Asp 


Leu 


Ser 


Lys 


Phe 


He 


He 


Val 


Leu 


Asn 


Asp 


Asn 


Gin 








165 










170 










175 




Met 


Ser 


He 


Ser 


Glu 


Asn 


Val 


Gly Asn 


He 


Pro 


Gin 


Gly 


He 


Ser 


Gin 








180 










185 










190 






Trp 


He 


Tyr 


Pro 


Gin 


Lys 


He 


Ser 


Lys 


Leu 


Ser 


Gin 


Lys 


He 


His 


Ser 




195 










200 










205 








Trp 


He 


Gin 


Asn 


Leu 


Pro 


Ser 


Phe 


Leu 


His 


Lys 


Lys 


Lys 


Thr 


Leu 


Ser 


210 










215 










220 










His 


Lys 


Val 


As P 


He 


Ala 


Leu 


Lys 


Ser 


Leu 


Ser 


His 


Pro 


Leu 


Phe 


Glu 


225 








230 










235 










240 


Gin 


Phe 


Gly 


Leu 


His 


Tyr 


Val 


Gly 


Pro 


He 


Asp 


Gly 


His 


Asn 


Val 


Lys 








245 










250 










255 




Lys 


Leu 


Val 


Gin 


Ala 


Leu 


Gin 


Met 


He 


Lys 


Asp 


Gin 


Pro 


Gin 


Pro 


He 



it 
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L eu Phe His vfl Cys Thr Val Lys Gly Asn Oly Leu Thr III Ala Glu 

275 280 
Arg Asp Arg Phe Ala lie Met Glu 



290 295 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 92 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : complement (102210 .. 102485) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 104: 
Pro Val Met Gin Glu lie Ser Val Pro Glu Ala Ser His Leu Asp Thr 
Val lie Gin Arg Leu Leu Val Leu Gin Lys Ala Leu Glu Asp Cys His 
Ser Val Glu fla lie Leu Ala lie Tyr Glu Glu Met Phe Ser Leu He 
Gin Glu Gly Glu Tnr Asn Leu Asn His Val Glu Gin Leu Ser Phe Gin 
LeU G°in Leu Asn Pro Asp Gly Ser Val Ala Val Asp Tnr Ser Gly Asn 
Pro He Lys His Pro Phe He Pro Gly Glu Ser Val 



(2) INFORMATIONS POUR LA SEQ ID NO: 105: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 504 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (102726 .. 104237 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 105: 
Met ser He Thr Ser Pro Pro He Glu Val Ser Val Leu Thr Asp Ser 
He Lys Asn Leu Leu Glu Lys Asn Phe Leu Arg Val Val Val Lys Gly 
Glu Leu ser Asn Val Ser Leu Gin Thr Ser Gly His Leu Tyr Phe Ala 
lie Lys Asp ser Lys Ala Val Leu Asn Gly Ala Phe Phe His Phe Arg 
ser Lys Tyr Phe Asp Arg Lys Pro Lys Asp Gly Asp Tyr Val He Leu 
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His Gly Lys Leu 

Ala Tyr Ala Leu 
100 

Glu Glu Arg Lys 
115 

Arg Lys Lys Pro 
130 

Ser Pro Thr Gly 
145 

Arg Cys His Gin 

Ala Thr Ala Ala 
180 

Asn Ser Met Arg 
195 

lie Glu Asp Leu 
210 

Val Ala Ser Ser 
225 

Phe Thr Leu Cys 

Ala Ala Ala Glu 
260 

Leu Gin Asn Leu 
275 

Ala Ala Lys Lys 
290 

Val Asp Phe Tyr 
305 

Ala Leu Glu Arg 

Phe Ala Gin Tyr 
340 

Glu Lys His Leu 
355 

Asn Lys lie Tyr 
370 

Cys Leu Lys Asn 
385 

Arg Asn lie Leu 

Ser Ser Gin Gin 
420 

Leu Ser Phe Thr 
435 

Gin Ala lie Gin 
450 

Lys Arg Gly Phe 
465 

lie Ser Ala Glu 

Lys Thr Val Lys 
500 



Thr Val Tyr Ala 
85 

Thr Phe Ser Gly 

Gin Arg Leu Ala 
120 

Leu Pro Ser Gly 
135 

Ala Val lie Gin 
150 

Phe Gin Val lie 
165 

Gin Glu lie Ser 

Val His Ala Leu 
200 

Trp Ala Phe Asn 
215 

lie Pro lie lie 
230 

Asp Phe Ala Ser 
245 

lie Val Cys Lys 

Arg Arg Tyr Val 
280 

Asn Leu Leu Thr 
295 

His Thr Ala Gin 
310 

Gly lie Glu Thr 
325 

Arg Arg Trp Leu 

Ala Asp Leu Asn 
360 

Thr Lys Lys Thr 
375 

Glu Leu Leu Asn 
390 

Ser Gin Leu Ser 
405 

Thr His Gin Glu 

lie Gin His Leu 
440 

Glu Gin Ala Ser 
455 

Ala Gin Leu Phe 
470 

Ser Leu Lys Gin 
485 

Gin Leu Tyr Gin 



Pro Arg Gly Gin 
90 

Glu Gly Asn Leu 
105 

Ala Glu Gly Tyr 

Ala Arg Val lie 
140 

Asp lie Leu Arg 
155 

Leu Tyr Pro Val 
170 

Gin Ala lie Gin 
185 

lie lie Ala Arg 

Glu Glu Glu Leu 
220 

Ser Ala Val Gly 
235 

Asp Val Arg Ala 
250 

Ser Ser Asp Gin 
265 

Ser Ser His Ala 

His Trp Gin Arg 
300 

Gin Thr Leu Asp 
315 

Lys Leu Glu Tyr 
330 

Lys Ser Asp Val 
345 

Gin Ser Leu Met 

Ser Leu Asn Gin 
380 

Leu Gin His Arg 
395 

Arg Arg Leu His 
410 

Cys Leu Val Arg 
425 

Leu Thr Lys Ala 

Ser Leu Asn Pro 
460 

Asp Phe Asn Lys 
475 

Ser Asp Leu Val 
490 



Tyr Gin lie Val 
95 

Leu Gin Gin Phe 
110 

Phe Asp Pro Lys 
125 

Gly Val lie Thr 

Val Leu Ser Arg 
160 

Thr Val Gin Gly 
175 

Phe Phe Asn Gin 
190 

Gly Gly Gly Ser 
205 

Val Lys Ser lie 

His Glu Thr Asp 
240 

Pro Thr Pro Ser 

255 - 

Tyr Arg Gin Glu 
270 

Arg Gin Phe lie 
285 

His Leu Ala Ser 

Tyr Thr Arg Ala 
320 

Tyr Lys Gin Arg 
335 

Leu lie Arg lie 
350 

Leu Ser lie Lys 
365 

Leu Tyr Thr Ser 

Thr Gin His Ser 
400 

lie Ala lie Ala 
415 

Leu Gin Asn Glu 
430 

Lys Glu Arg Cys 
445 

Lys Asn Val Leu 

His Phe Val lie 
480 

Arg Ser Ala Ser 
495 



(2) INFORMATIONS POUR LA SEQ ID NO: 106: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 252 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



< vi ii> POSITION DANS LE GENOME : co„pl.».nt (104254 .. 105009 > 
(X i) DESCRIPTION DE I* SEQUENCE : SEQ ID HO: 106: 
pro S .r Lys Gl„ Ph. Val Ph. cly Asn Trp Lys Met Asn I*. Thr Leu 
^ Glu Ala Gin Thr Ph. L.u Lys S.r Ph. Leu s.r s.r Asp II. L.u 
s.r Asn Pro S= .1. II. ™ cly IX. II. P» Pro Ph. Thr Leu ,.u 
s.r Ala Cys Gin Gin Al. val s.r Asp s.r Pro II. Ph. L.u Cly Ala 
Gin Thr Thr His Glu Ala Asp s.r Cly Ala Ph. Thr cly clu II. Ser 
fl. Pro M.t L.u Lys I.p II. Cly val Asp Ph. Val L.u II. oly Bl. 
S.r Olu Ar g Ar g S. II. Ph. HI. clu Gin Asn Pro Val L.u Ala Clu 
L ys Ala Al, Ala Ala II. His s.r Cly .1. Pro Val L.u cys II. 

Cly Clu Thr Leu clu clu cl„ clu s.r cly Ala Thr Glu Asp He Leu 
L.u As" Gl„ L=u Thr II. Si L.u -r Lys Leu Pro clu cl„ Al. Ser 
iS II. Leu Ala Tyr clu Pro val Trp Ala II. cly Thr cly Lys Val 
Ala His Pro Asp III val Cl» clu Thr His Ala Ph. cys «, Lys Thr 
lie Ala ser III Phe ser Lys Asp II. Aia Clu Ar 0 Thr Pro II. Leu 
Tyr cly Cly s.r val Lys Ala Asp Asn Al. Ar S s.r L.u s.r Leu cys 

210 ? 15 it^t niv Ala Ser Leu Ser Ser Glu 

Pro Asp Val Asn Gly Leu Leu Val Gly Gly Ala faer ^ 

Asn Phe Leu Ser He lie Gin Gin He Asp He Pro 



(2) INFORMATIONS POUR LA SEQ ID NO: 107: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 212 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 105259 .. 105894 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 107 
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Pro 


Leu 


Cys 


Cys 


Met 


Lys 


Val 


Lys 


He 


Cys 


Gly 


He 


Thr 


His 


Pro 


Asp 


1 








5 










10 










15 




Asp 


Ala 


Arg 


Glu 


Ala 


Ala 


Lys 


Ala 


Gly 


Ala 


Asp 


Tyr 


He 


Gly Met 


He 






20 










25 










30 






Phe 


Ala 


Lys 
35 


Asp 


Ser 


Arg 


Arg 


Cys 
40 


Val 


Ser 


Glu 


Glu 


Lys 
45 


Ala 


Lys 


Tyr 


He 


Val 


Glu 


Ala 


He 


Gin 


Glu 


Gly Asn 


Ser 


Glu 


Pro 


Val 


Gly Val 


Phe 




50 










55 










60 










Pro 


Glu 


His 


Ser 


Val 


Glu 


Glu 


He 


Leu 


Ala 


He 


Thr 


Glu 


Ala 


Thr 


Gly 


65 










70 










75 










80 


He 


Thr 


Ser 


He 


Gin 
85 


Leu 


Ser 


Gly 


Glu 


Asp 
90 


He 


Leu 


Phe 


Lys 


Phe 
95 


Ser 


Gin 


Leu 


Arg 


Glu 
100 


His 


Phe 


Ser 


He 


Phe 
105 


Tyr 


Val 


Val 


Ser 


Val 
110 


Tyr 


Ser 


Asn 


Gly 


Gin 


Pro 


Ser 


Ala 


Ala 


Leu 


Pro 


Pro 


Met 


Asn 


Asp 


Ala 


Val 


Thr 




115 










120 










125 








Val 


Val 
130 


Tyr 


Asp 


His 


He 


Gly 
135 


Gly 


Glu 


Arg 


Gly 


Ser 
140 


Pro 


Phe 


Asp 


Trp 


Lys 


Ala 


Phe 


Ser 


Pro 


Phe 


Gin 


His 


Asn 


Asn 


Trp 


Met 


Leu 


Gly 


Gly Gly 


145 










150 










155 










160 


Val 


Asn 


Leu 


Trp 


Asn 
165 


He 


Lys 


Glu 


Gly 


He 
170 


Ser 


Leu 


Leu 


Asn 


Pro 
175 


Arg 


Gly 


He 


Asp 


Val 


Ser 


Ser 


Gly Val 


Glu 


Arg 


Pro 


Gly 


He 


Leu 


Arg 


Lys 






180 










185 










190 






Asp 


He 


Phe 


Leu 


Met 


Gin 


Ala 


Leu 


He 


Asn 


Ser 


Ala 


Lys 


Glu 


Leu 


Ser 




195 










200 










205 








Ser 


Ser 
210 


Thr 


Leu 



























(2) INFORMATIONS POUR LA SEQ ID NO : 108: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 344 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 107429 108460 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 108: 



Arg 


Thr 


Arg 


Gly 


Gly 


Gly 


Leu 


Phe 


Ser 


Asn 


Phe 


Cys 


Ser 


Ser Pro 


Thr 


1 








5 










10 








15 




Val 


Gin 


Ala 


Leu 


Leu 


Arg 


Ala 


Trp 


Asp 


Arg 


Phe 


Phe 


Ser 


Arg Val 


Ser 








20 










25 










30 




Asp 


Gly 


Arg 


Phe 


Leu 


Gin 


He 


Tyr 


Tyr 


Gly 


Asp 


Gly 


Gly 


Leu Phe 


Val 




35 










40 










45 






Glu 


Arg 


Ala 


Leu 


Gin 


Leu 


He 


Ser 


Cys 


Pro 


Leu 


Gin 


Arg 


Ala Arg 


He 




50 










55 










60 








Arg 


Val 


Val 


Gly 


He 


Asn 


Pro 


Ser 


Phe 


Phe 


Val 


Thr 


Val 


Ser Asp 


Asn 


65 










70 










75 








80 


Arg 


His 


Phe 


Tyr 


Thr 


Ser 


Pro 


Gly 


Ser 


Cys 


Gly 


Arg 


He 


Leu Asp 


Met 










85 










90 








95 




Ser 


Gly 


Tyr 


Leu 


Ser 


Ala 


Arg 


Arg 


Asp 


Gly 


Cys 


Val 


Ser 


His Val 


Pro 








100 










105 










110 




Phe 


Ser 


Pro 


His 


Ser 


Gin 


Ser 


He 


Thr 


Pro 


Gly 


Val 


Gly Asp Ala 


Cys 



891 



120 125 



Ph e olu III Gly - Arg Met Glu Phe Met Arg - Ma OlY - Ser 
ser ieu Ser Ala XI. Ser Ser Pro Thr Ser Olu Asp Ser Asp Ser Ser 
Arg - Gin Leu Val Arg Val Val Se, Ser Olu UP Se, Val Ala Phe 
Al a Arg Leu Tyr xS - Leu Asn Olu XI. Thr - J- Val Arg 

180 Pro Phe Ser Tyr Val A rg Leu He Leu Leu Leu 

Ala Ala A sn Pro Phe Pro Phe Ser ry ^ 

195 r Arc His Thr Leu Thr Thr Thr Lys Ala Al» Tyr Ser 
Thr Thr Leu Cys Arg His inr u 22Q 

w £2 Pro Ala se, *p £» ,eu W « « -P « £ 

£ Ma « W va. SJ cly val « ~ olu IX. - « - <*■ 

245 al „ rin Arg Ser A rg Met Leu A rg Met Leu 

Thr His Ser Pro A rg A rg Ala Gin Arg Ser g ^ 

^ Lys u- S « « » - « «» ~ ™ US ^ " U 
s« r cys & Tyr cly val * IX. oin « « « - » « ™ 
Mg cx° s« cys « «. - ~ - »- ™ - ° lU ~ ™ 5S 
£ «. Val XX. « - »P IX. - ?S ^ »■ ~ III ™ 



325 

Gly He Glu Leu Leu A sp Trp Ala 
340 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 109: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 97 acides amines 

(B) TYPE: acide amine 

(D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(v iii, POSITION DANS LE GENOME: 108665.-108955 
(xi , DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 109: 
Leu L ys lie Ala Arg Asp Met Ser Arg Ser Ser Leu Gin Gin Tyr Leu 
^ r Thr Lys Ser Thr Val He Ala Asn Ser Thr Thr Pro Ser Leu Asn 
Asn Thr ser Thr Cys Ser Gly Asn Ser Thr Thr Arg go Val Leu Pro 
ser He £r Gly He ^ Glu Thr Asp Val Gin Thr Thr Gly Val Ala 
Arg Kr Leu Asn Val He Arg Met He Trp Cys Gly Val Met Leu Leu 
Ph e Leu Tyr Thr IL Phe Arg Leu Val Arg Asn Ala Arg Arg Arg 



Asn 



892 



(2) INFORMATIONS POUR LA SEQ ID NO: 110: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 149 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 109 013 109459 ) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 110: 



Thr 


Met 


He 


Leu 


Thr 


Thr 


Pro 


Ser 


Glu 


His 


Lys 


Ala 


Cys 


Leu 


Glu 


Lys 


1 








5 










10 










15 




Gin 


Glu 


Lys 


Ala 


Val 


Ala 


Leu 


Leu 


Phe 


Pro 


Glu 


Asn 


Phe 


Val 


Lys 


Asp 








20 










25 










30 






Thr 


Phe 


Tyr 


Lys 


Gin 


Leu 


Leu 


Gin 


He 


Gly 


Arg 


Thr 


Ala 


Lys 


Pro 


Phe 






35 










40 










45 








Pro 


Lys 


Glu 


Phe 


Leu 


Thr 


Lys 


Glu 


Asn 


Leu 


Val 


Leu 


Gly 


Cys 


Gin 


Ser 




50 










55 










60 










Asp 


Leu 


Tyr 


Leu 


His 


Gly 


Glu 


Phe 


Lys 


Asn 


Asn 


Ala 


Val 


Phe 


Phe 


Phe 


65 










70 










75 










80 


Thr 


Tyr 


Thr 


Glu 


Ala 


Leu 


He 


Ser 


Ser 


Gly 


Val 


Ala 


Val 


Leu 


Phe 


Ser 










85 










90 










95 




Asp 


lie 


Tyr 


Ser 


Gly 


Glu 


Thr 


Pro 


Glu 


Thr 


He 


Leu 


Thr 


Cys 


Lys 


Pro 








100 










105 










110 






Leu 


Phe 


Phe 


Glu 


Lys 


Leu 


Ser 


Arg 


His 


Leu 


Ser 


Met 


Gly 


Arg 


Ser 


Arg 






115 










120 










125 








Gly Gly 


Glu 


Ser 


Leu 


Phe 


Leu 


Asn 


Met 


Gin 


Arg 


He 


Ala 


Val 


Gin 


Tyr 




130 










135 










140 










Leu 


Ala 


Arg 


Lys 


Thr 

























145 



(2) INFORMATIONS POUR LA SEQ ID NO : 111: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 221 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement ( 1097 04 1103 66 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 111: 

Ala Met Val Lys Ala Ala His Pro Leu His Ser Ser He Ser Gly Ala 

15 10 15 

Leu Pro Leu His Ser Ser Arg Gly Gly Ala Tyr His Asp Ser Leu Gly 

20 25 30 

Asp Leu His Ser Pro He Ser Leu Thr Pro Pro Ala Leu Ser Val Leu 

35 40 45 

Thr Pro Glu Pro Ala Gin Ser Lys Ser Arg Val Gin Ala Val Ala Asn 



893 



Thr He Gly Asp Phe Leu Gin Arg Asn Trp Lys His Leu Leu Leu Tyr 



55 



60 



lie Leu Ala Trp Ser IL He Leu He Cys His Ser Ser Val Ala Leu 



75 



85 90 



Val Leu Ser He Trp Leu Gly He Gly Phe Gly Ala Gly Val Val Leu 
Gly He He Ser Ala Asn Phe Leu Asp Lys Glu Asn Lys Tyr Pro His 
L eu Asn Ser Leu Trp Asn He Tnr Asn His Gly Leu Gin Gin Leu Asp 
Pro Asn Gly Thr Arg Gin Val Leu Leu Ala Thr Val He Ala Ser lie 
III Ala Leu He Tyr Ala Ser Pro Gin Ala He Gly Phe He He Gly 
Ala Phe Leu Gly Jfs Gin Thr Ser Ser Leu Ala Val Tyr Gly Tyr Arg 



Phe Lys ser Gly Gin Asp He Leu G~ln He Arg Asn Cys Leu He Asn 



185 



L ys Lys Asn Glu Phe Asp Lys Pro Ser Cys Ser Val Gly 
210 215 

(2) INFORMATIONS POUR LA SEQ ID NO: 112: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 92 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 111345 .. 112520 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 112: 
Met ser Lys Glu Thr Phe Gin Arg Asn Lys Pro His He Asn He Gly 
Thr lie Gly His Val Asp His Gly Lys Thr Thr Leu Thr Ala Ala He 
Thr Arg Thr Leu Ser Gly Asp Gly Leu Ala Asp Phe Arg Asp Tyr Ser 
ser lie Asp Asn Thr Pro Glu Gin Lys Ala Arg Gly He Thr He Asn 
Ala Ser His Val Glu Tyr llu Thr Ala Asn Arg His Tyr Ala His Val 
Up cys Pro Gly His Tla Asp Tyr Val Lys Asn Met He Thr Gly Ala 
Ala Gin Met Asp Sy Ala He Leu Val Val Ser Ala Thr Asp Gly Ala 
Me t Pro Gin Thr Lys Glu His He Leu Leu Ala Arg Gin Val Gly Val 



200 



120 



Pro Tyr He Val Val Phe Leu Asn Lys He Asp Met lie Ser Glu Glu 

135 14U 
Asp All Glu Leu Val Asp Leu Val Glu Met Glu Leu Ala Glu Leu Leu 

Oil Glu Lys Gly Tyr Lys Gly cys Pro He He Arg Gly Ser Ala Leu 



165 



894 



Lys 


Ala 


Leu 


Glu 


Gly 


Asp 


Ala 


Ala 


Tyr 


He 


Glu 


Lys 


Val 


Arg 


Glu 


Leu 






180 










185 










190 






Met 


Gin 


Ala 


Val 


Asp 


Asp 


Asn 


He 


Pro 


Thr 


Pro 


Glu 


Arg 


Glu 


He 


Asp 






195 










200 










205 








Lys 


Pro 


Phe 


Leu 


Met 


Pro 


He 


Glu 


Asp 


Val 


Phe 


Ser 


He 


Ser 


Gly 


Arg 


210 










215 










220 










Gly 


Thr 


Val 


Thr 


Gly Arg 


He 


Glu 


Arg 


Gly 


He 


Val 


Lys 


Val 


Ser 


Asp 


225 










230 










235 










240 


Lys 


Val 


Gin 


Leu 


Val 


Gly Arg 


Asp 


Thr 


Lys 


Glu 


Thr 


He 


Val 


Thr 


Gly 








245 










250 










255 




Val 


Glu 


Met 


Phe 


Arg 


Lys 


Glu 


Leu 


Pro 


Glu 


Gly 


Arg 


Ala 


Gly Glu 


Asn 








260 










265 










270 






Val 


Gly 


Leu 


Leu 


Leu 


Arg 


Gly 


He 


Gly 


Lys 


Asn 


Asp 


Val 


Glu 


Arg 


Gly 






275 










280 










285 








Met 


Val 


Val 


Cys 


Leu 


Pro 


Asn 


Ser 


Val 


Lys 


Pro 


His 


Thr 


Arg 


Phe 


Lys 




290 










295 










300 










Cys 


Ala 


Val 


Tyr 


Val 


Leu 


Gin 


Lys 


Glu 


Glu 


Gly 


Gly Arg 


His 


Lys 


Pro 


305 










310 










315 










Ton 

,5 zi U 


Phe 


Phe 


Thr 


Gly 


Tyr 


Arg 


Pro 


Gin 


Phe 


Phe 


Phe 


Arg 


Thr 


Thr 


Asp 


Val 










325 










330 










335 




Thr 


Gly Val 


Val 


Thr 


Leu 


Pro 


Glu 


Gly Val 


Glu 


Met 


Val 


Met 


Pro 


Gly 








340 










345 










350 






Asp 


Asn 


Val 


Glu 


Phe 


Glu 


Val 


Gin 


Leu 


He 


Ser 


Pro 


Val 


Ala 


Leu 


Glu 




355 










360 










365 








Glu 


Gly Met 


Arg 


Phe 


Ala 


He 


Arg 


Glu 


Gly 


Gly 


Arg 


Thr 


He 


Gly 


Ala 




370 










375 










380 










Gly 


Thr 


He 


Ser 


Lys 


He 


He 


Ala 



















385 390 



(2) INFORMATIONS POUR LA SEQ ID NO: 113: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 183 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 112915 113463 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 113: 



Phe 


Met 


Phe 


Lys 


Trp 


Tyr 


Val 


Val 


Gin 


Val 


Phe 


Thr 


Ala 


Gin 


Glu 


Lys 


1 






5 










10 










15 




Lys 


Val 


Lys 


Lys 


Ser 


Leu 


Glu 


Asp 


Phe 


Lys 


Glu 


Ala 


Ser 


Gly Met 


Ser 






20 










25 










30 






Asp 


Phe 


He 


Gin 


Gin 


He 


He 


Leu 


Pro 


Ser 


Glu 


Asn 


Val 


Met 


Glu 


Val 




35 










40 










45 








Lys 


Lys 
50 


Gly 


Glu 


His 


Lys 


He 
55 


Val 


Glu 


Lys 


Tyr 


He 
60 


Trp 


Pro 


Gly 


Tyr 


Leu 


Leu 


Val 


Lys 


Met 


His 


Leu 


Thr 


Asp 


Glu 


Ser 


Trp 


Ser 


Tyr 


Val 


Lys 


65 










70 










75 










80 


Lys 


Thr 


Gin 


Gly 


Val 


Val 


Glu 


Phe 


Leu 


Gly 


Gly 


Gly 


Ala 


Pro 


Val 


Ala 








85 










90 










95 




Leu 


Ser 


Glu 


Glu 
100 


Glu 


He 


Lys 


Asn 


He 
105 


Leu 


Ala 


Asp 


Leu 


Glu 
110 


Glu 


Lys 


Lys 


Ser 


Gly 


Val 


Val 


Gin 


Lys 


His 


Lys 


Phe 


Glu 


Val 


Gly 


Ser 


Gin 


Val 



895 



Lys lie Asn Asp Gly Val Phe Val Asn Phe Val Gly Val Val Ser Glu 

Val Phe His Asp Lys Gly Arg Leu Ser Val Met Val Ser He Phe Gly 

150 

A rg Glu Thr Arg Val Asp Asp Leu Glu Phe Trp Gin Val Glu Glu Val 

165 i/u 
Val Pro Gly Gin Glu Ser Glu 
180 

(2) INFORMATIONS POUR LA SEQ ID NO: 114: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 141 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(Viii) POSITION DANS LE GENOME: 113572. .113994 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 114: 
Met Ser Asn Lys Lys lie lie Lys He lie Lys Leu Gin He Pro Gly 
Ol Y Lys Ala Asn Pro Ala Pro Pro lie Gly Pro Ala Leu Gly Ala Ala 
Oly Val Asn fie Met Gly Phe Cys Lys Glu Phe Asn Ala Ala Thr Gin 
ASP Arg Pro Gly Asp Leu Leu Pro Val Val He Thr Val Tyr Ser Asp 
Lys Thr Xaa Ser Phe Val Met Lys Gin Ser Pro Val Ser Ser Leu lie 
Us L ys Ala Leu Gly leu Glu Ser Gly Ser Lys He Pro Asn Arg Asn 
Lys Val Gly Lys Leu Thr Arg Ala Gin He Thr Ala He Ala Glu oln 

Lys Met Ly s Asp Met Asp Val Val Leu Leu Glu Ser Ala Glu Arg Met 

jf - 120 x " 



115 * — 

Val Glu Gly Thr Ala Arg Ser Met Gly Val Asp Val Glu 



130 



135 



(2) INFORMATIONS POUR LA SEQ ID NO : 115: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 195 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(Viii) POSITION DANS LE GENOME: 114020 114604 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 115: 



896 



Met Thr Lys His Gly Lys Arg lie Arg Gly lie Gin Glu Thr Tyr Asp 

15 10 15 

Leu Ala Lys Ser Tyr Ser Leu Gly Glu Ala lie Asp lie Leu Lys Gin 

20 25 30 

Cys Pro Thr Val Arg Phe Asp Gin Thr Val Asp Val Ser Val Lys Leu 

35 40 45 

Gly lie Asp Pro Arg Lys Ser Asp Gin Gin lie Arg Gly Ser Val Ser 

50 55 60 

Leu Pro His Gly Thr Gly Lys Val Leu Arg lie Leu Val Phe Ala Ala 
65 70 75 80 

Gly Asp Lys Ala Ala Glu Ala lie Glu Ala Gly Ala Asp Phe Val Gly 

85 90 95 

Ser Asp Asp Leu Val Glu Lys lie Lys Gly Gly Trp Val Asp Phe Asp 

100 105 110 

Val Ala Val Ala Thr Pro Asp Met Met Arg Glu Val Gly Lys Leu Gly 

115 120 125 

Lys Val Leu Gly Pro Arg Asn Leu Met Pro Thr Pro Lys Ala Gly Thr 

130 135 140 

Val Thr Thr Asp Val Val Lys Thr lie Ala Glu Leu Arg Lys Gly Lys 
145 150 155 160 

lie Glu Phe Lys Ala Asp Arg Ala Gly Val Cys Asn Val Gly Val Ala 

165 170 175 

Asn Phe Leu Ser lie Val Arg Lys Ser Lys Lys Met Leu Lys Arg Cys 
180 185 190 

Val Gin Pro 
195 



(2) INFORMATIONS POUR LA SEQ ID NO: 116: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 17 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 1 1472 0 .. 1152 53 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 116: 



Leu 


Ser 


Leu 


Lys 


Arg 


Lys 


Asn 


Glu 


Arg 


Arg 


Glu 


Lys 


Val 


Ala 


Leu 


Arg 


1 








5 










10 










15 




Glu 


Val 


Glu 


Glu 


Lys 


He 


Thr 


Ala 


Ser 


Gin 


Gly 


Phe 


He 


Leu 


Leu 


Arg 








20 










25 










30 






Tyr 


Leu 


Gly 


Phe 


Thr 


Ala 


Thr 


His 


Ser 


Arg 


Ser 


Phe 


Arg 


Asn 


Asn 


Leu 




35 










40 










45 








Ser 


Gly 


Val 


Ser 


Ala 


Glu 


Phe 


Glu 


Val 


Leu 


Lys 


Lys 


Lys 


He 


Phe 


Phe 




50 










55 










60 










Lys 


Ala 


Leu 


Glu 


Thr 


Ser 


Gly 


Val 


Glu 


Met 


Asp 


Pro 


Glu 


Asp 


Ser 


Glu 


65 










70 










75 










80 


Gly 


His 


Leu 


Gly 


Val 


Val 


Phe 


Ala 


Tyr 


Gly 


Asp 


Pro 


Val 


Ser 


Ala 


Ala 








85 










90 










95 




Lys 


Gin 


Val 


Leu 


Asp 


Phe 


Asn 


Lys 


Gin 


His 


Asn 


Asp 


Ser 


Leu 


Val 


Phe 






100 










105 










110 






Leu 


Ala 


Gly 


Arg 


He 


Asp 


Asn 


Ala 


Ser 


Leu 


Ser 


Gly 


Arg 


Glu 


Val 


Glu 






115 










120 










125 








Ala 


Val 


Ala 


Lys 


Leu 


Pro 


Ser 


Met 


Lys 


Glu 


Leu 


Arg 


Gin 


Gin 


Val 


Val 
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Gly £S II. «. «. «= £t ST Oln V,! v.l "ly II. «t Asn ser 
JS M » s.r sly V,! s« cy= V,l ,.p «- W olu Lys «. 



165 

Gin Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 105 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 1153 62 .. 11567 6 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 117: 

Lys He lie Gly Arg Lys Val Gly Arc. Tyr Ala Ala Ala Pro Val Val 

ila Val Ala Gly La Ala Ala Ala Gly Asp Ala Pro Ala Ser Ala Glu 

Pro Thr Glu 11 Ala Val lie Leu Glu Asp Val Pro Ser Asp Lys Lys 

lie Gly Val Leu Lys Val Val Ar 9 Glu Val Thr Gly Leu Ala Leu Lys 

Glu A°ia Lys Glu Met Thr Su Gly Leu Pro Lys Thr Val Lys Glu Lys 

Thr Ser Lys Ser Asp 11 Glu Asp Thr Val Lys Lys Leu Gin Glu Ala 
85 90 



Gly Ala Lys Ala Val Ala Lys Gly Leu 
100 lub 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 1258 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 116022 .. 119795 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 118: 

Ser Leu Arg Ar 9 Ala Arg Met Phe Lys Cys Pro Glu Arg Val Ser Val 

Lys Lys Lys Glu Asp He Leu Asp Leu Pro Asn Leu Val Glu Val Gin 

lie Lys Ser Tyr Lys Gin Phe Leu Gin He Gly Lys Leu Ala Glu Glu 



898 



Arg Glu Asn lie Gly Leu Glu Glu Val Phe Arg Glu lie Phe Pro lie 

50 55 60 

Lys Ser Tyr Asn Glu Ala Thr lie Leu Glu Tyr Leu Ser Tyr Asn Leu 
65 70 75 80 

Gly Val Pro Lys Tyr Ser Pro Glu Glu Cys lie Arg Arg Gly lie Thr 

85 90 95 

Tyr Ser Val Thr Leu Lys Val Arg Phe Arg Leu Thr Asp Glu Thr Gly 

100 105 110 

lie Lys Glu Glu Glu Val Tyr Met Gly Thr lie Pro lie Met Thr Asp 

115 120 125 

Lys Gly Thr Phe lie lie Asn Gly Ala Glu Arg Val Val Val Ser Gin 

130 135 140 

Val His Arg Ser Pro Gly lie Asn Phe Glu Gin Glu Lys His Ser Lys 
145 150 155 160 

Gly Asn Val Leu Phe Ser Phe Arg lie lie Pro Tyr Arg Gly Ser Trp 

165 170 175 

Leu Glu Ala Val Phe Asp lie Asn Asp Leu lie Tyr lie His lie Asp 

180 185 190 

Arg Lys Lys Arg Arg Arg Lys lie Leu Ala Met Thr Phe He Arg Ala 

195 200 205 

Leu Gly Tyr Ser Thr Asp Ala Asp He He Glu Glu Phe Phe Ser Val 

210 215 220 

Glu Glu Arg Ser Leu Arg Ser Glu Lys Asp Phe Val Ala Leu Val Gly 
225 230 235 240 

Lys Val Leu Ala Asp Asn Val Val Asp Ala Asp Ser Ser Leu Val Tyr 

245 250 255 

Gly Lys Ala Gly Glu Lys Leu Ser Thr Ala Met Leu Lys Arg He Leu 

260 265 270 

Asp Thr Gly Val Gin Ser Leu Lys He Ala Val Gly Ala Asp Glu Asn 

275 280 285 

His Pro He He Lys Met Leu Ala. Lys Asp Pro Thr Asp Ser Tyr Glu 

290 295 300 

Ala Ala Leu Lys Asp Phe Tyr Arg Arg Leu Arg Pro Gly Glu Pro Ala 
305 310 315 320 

Thr Leu Ala Asn Ala Arg Ser Thr He Met Arg Leu Phe Phe Asp Ala 

325 330 335 

Lys Arg Tyr Asn Leu Gly Arg Val Gly Arg Tyr Lys Leu Asn Lys Lys 

340 345 350 

Leu Gly Phe Pro Leu Asp Asp Glu Thr Leu Ser Gin Val Thr Leu Arg 

355 360 365 

Lys Glu Asp Val He Gly Ala Leu Lys Tyr Leu He Arg Leu Arg Met 

370 375 380 

Gly Asp Glu Lys Thr Ser He Asp Asp He Asp His Leu Ala Asn Arg 
385 390 395 400 

Arg Val Arg Ser Val Gly Glu Leu He Gin Asn His Cys Arg Ser Gly 

405 410 415 

Leu Ala Arg Met Glu Lys He Val Arg Glu Arg Met Asn Leu Phe Asp 

420 425 430 

Phe Ser Ser Asp Thr Leu Thr Pro Gly Lys He He Ser Ala Lys Gly 

435 440 445 

Leu Val Ser Val Leu Lys Asp Phe Phe Ser Arg Ser Gin Leu Ser Gin 

450 455 460 

Phe Met Asp Gin Thr Asn Pro Val Ala Glu Leu Thr His Lys Arg Arg 
465 470 475 480 

Leu Ser Ala Leu Gly Pro Gly Gly Leu Asn Arg Glu Arg Ala Gly Phe 

485 490 495 

Glu Val Arg Asp Val His Ala Ser His Tyr Gly Arg He Cys Pro He 

500 505 510 

Glu Thr Pro Glu Gly Pro Asn He Gly Leu He Thr Ser Leu Ser Ser 
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520 525 



P h . Ala Lys II. «. «u Ph. «» P.. .1. «» ^ ™ W « W1 

V,! S My »e V,! «r Asp olu II. «a T*r M.t Thr Al. A-P 

III oiu oiu »» «*- -i ». «» s « Glu Leu K! ° lu 

W Asn Met phe Lys Thr Pro val Cys Trp Ala Ar 8 Tyr Ly. -V »» 
,1a Ph. Olu Ala Asp Thr ser Thr Val Thr His Met Asp V,! S.r Pro 
Ly5 aln 25 Val =«r Val v.l Thr oly - XL Pro Ph. L.u olu His 
Mp Asp Al. Asn Ar g Al. L.u « Oly S.r Asn Met olu «. Al, 

625 630 _ al _ Tle val Gly Thr Gly Leu Glu 

Val Pro Leu Leu Lys Thr Glu Ala Ala lie Val c y ^ 

645 « Plu at* Tie He Val Ala Gin Glu Asp 

Gly Arg Ala Ala Lys Asp Ser Gly Ala He lie ^ 

660 „ nv,^ pin Tie Val Val Ala Lys Lys 

Gly Val val Glu Tyr Val Asp Ser Tyr Glu lie Val ^ 

675 -m, T «, ws Asp Arg Tyr Gin Leu Lys Lys Phe Leu Arg 
Asn Asn Pro Thr Leu Lys Asp Arg ±y ^ 

ser « s.r sly Thr cy. II. Asn oln Thr Pro L.u cy, ser Val «* 
IS V.l V.l Thr His oly Asp val L.u Ala Asp ol, Pro Ala Thr Asp 
Lys My Glu L.u Ala L.u My Lys Asn Val L.u v.l Al. Ph. M« Pro 
T rp „ «y ^ As„ Phe Mu ASP Ai. .1. •« «- «" « ~ 

„. Lys Oln Asp Al. Tyr Thr S.r .U ^ .» «» «» ~ «» 
^ II" Aro Asp Thr Lys L.u Gly Lys Mu Glu IX. Thr Ar g Asp II. 
Ill Asn V»I s.r oiu S val Leu Al. » Leu o ly Mu Asp Gly He 
V.l Ar 8 II. Oly III Oiu v.l Lys Pro oly Asp II. L.u val oly Lys 
H. Thr Pro Lys s.r Mu Thr Oiu L.u ,1a Pro Oiu Mu Aro L.u L.u 
itg Al. III Ph. Oly Glu Lys ,1. Al. Asp v.l Lys Asp Al, s.r L.u 
^ S Pro Pro Oly Thr oiu Oly Val Val Met Asp Val Lys V,I Phe 
S Ar 9 Lys Asp « SS S.r Lys ser Asp Asp oiu Leu V.l oiu oiu 
,1. val His L.u III Asp Leu Gin Lys oiu Tyr Lys S.r Mr. Leu Al. 

900 - T t i piv Ala Leu Leu Leu Asn 

, r , n nl „ H -i s Ara Glu Lys Leu Gly Axa ueu ^ 
Gin Leu Lys Val Glu His Arg jf ^ 

Mu Lys S Pro Ala Ala 11. val His Ar g Ar 9 s.r Al. Asp He Leu 
val M» oiu Oly Al. lie Ph. Asp 01„ oiu Thr 11. OIU L.u L.u oiu 

945 950 r Tla , 1a p-ro cvs Asp Met Tyr Asp 

Arg Glu Ser Leu Val Asp Leu Leu lie Ala Pro Cys A p ^ 

ti 5 to,, ser Ser Tyr Glu Thr Ala Val Gin Arg Leu 
Val Leu Lys Asp He Leu Ser Ser Tyr g90 

980 98b 
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Glu Val Asn Tyr Lys Thr Glu Ala Glu His He Lys Glu Gly Asp Ala 

995 1000 1005 

Asp Leu Asp His Gly Val He Arg Gin Val Lys Val Tyr Val Ala Ser 

1010 1015 1020 

Lys Arg Lys Leu Gin Val Gly Asp Lys Met Ala Gly Arg His Gly Asn 
1025 1030 1035 1040 

Lys Gly Val Val Ser Lys He Val Pro Glu Ala Asp Met Pro Phe Leu 

1045 1050 1055 

Ala Asn Gly Glu Thr Val Gin Met He Leu Asn Pro Leu Gly Val Pro 

1060 1065 1070 

Ser Arg Met Asn Leu Gly Gin Val Leu Glu Thr His Leu Gly Tyr Ala 

1075 1080 1085 

Ala Lys Thr Ala Gly He Tyr Val Lys Thr Pro Val Phe Glu Gly Phe 

1090 1095 HOO 

Pro Glu Ser Arg He Trp Asp Met Met He Glu Gin Gly Leu Pro Glu 
1105 HIO 1115 1120 

Asp Gly Lys Ser Tyr Leu Phe Asp Gly Lys Thr Gly Glu Arg Phe Asp 

1125 H30 1135 

Ser Lys Val Val Val Gly Tyr He Tyr Met Leu Lys Leu Ser His Leu 

1140 H45 H50 

He Ala Asp Lys He His Ala Arg Ser He Gly Pro Tyr Ser Leu Val 

1155 H60 1165 

Thr Gin Gin Pro Leu Gly Gly Lys Ala Gin Met Gly Gly Gin Arg Phe 

1170 H75 1180 

Gly Glu Met Glu Val Trp Ala Leu Glu Ala Tyr Gly Val Ala His Met 
1185 H90 H95 1200 

Leu Gin Glu He Leu Thr Val Lys Ser Asp Asp Val Ser Gly Arg Thr 

1205 1210 1215 

Arg He Tyr Glu Ser He Val Lys Gly Glu Asn Leu Leu Arg Ser Gly 

1220 1225 1230 

Thr Pro Glu Ser Phe Asn Val Leu He Lys Glu Met Gin Gly Leu Gly 

1235 1240 1245 

Leu Asp Val Arg Pro Met Val Val Asp Ala 
1250 1255 



(2) INFORMATIONS POUR LA SEQ ID NO: 119: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 13 9 6 acides amines 

<B) TYPE: acide amin6 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETI QUE : oui 



(viii) POSITION DANS LE GENOME: 119823 124010 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 119: 

Met Phe Arg Glu Gly Ser Arg Asp Asp Ala Ala Leu Val Lys Glu Gly 

15 10 15 

Leu Phe Asp Lys Leu Glu He Gly He Ala Ser Asp Val Thr He Arg 

20 25 30 

Asp Lys Trp Ser Cys Gly Glu He Lys Lys Pro Glu Thr He Asn Tyr 

35 40 45 

Arg Thr Phe Lys Pro Glu Lys Gly Gly Leu Phe Cys Glu Lys He Phe 

50 55 60 

Gly Pro Thr Lys Asp Trp Glu Cys Tyr Cys Gly Lys Tyr Lys Lys He 
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75 80 



Lys His Lys sly II. -I cys Asp Ar B CJ. «Y «! «» V.! Thr L.u 
s.r Lys V,I Arg Arg slu *. »« Al, »i. II- «- «- « 
XL V,! His IS Trp P.. Phe Lys »r Thr Pro ser «J H. «» « 
V»! L.u sly Met «> JO. ~ «P «- «» «■ »1 ^ W ^ 
olu S v.1 V.X II. Asp S. Sly Asn »>r A.p L.u v,l Ly. Ly. ? ln 

£ L.u Asn Asp AX, £ *yr « «» -J - l G1 » ^ "* SI ^ 
Asp Ala Ph. VI S Lys «.t «Y -V slu A!, v.! Tyr Asp L.u «~ 
Lys s.r «« A.: L.u slu ser L.u L.u sly Slu L.u Lys asp Ar 9 L.u 
Mg Lys Tnr Lys « sin « in Ala Ar, „et Lys ... Ala ,ys Ar g L.u 
w , H. Val Slu sly Ph. V.1 Ser s.r s.r Asn Ar g Pro slu Trp £t 
v.1 L.u Lys As» lis Pro v.1 v.! Pro Pro Asp « Ar g Pro L.u V,! 
Pro L.u Asp sly sty «* Ph. Al. Thr s.r Asp L.u As„ Asp L.u <yr 
„ Ar g Val l" Asn Ar g As„ Asn Arg Leu Ly. Ala lie Leu Arg Leu 

275 » p1n Tv , Ara Met Leu Gin Glu 

Lys Thr Pro Olu Val He Val Arg Asn Glu Lys Arg Me 

290 * Plv a ^rr His Glv His Pro Val Met 

Ala Val Asp Ala Leu Ph. Asp Asn oly Arc, Hi. Sly ^ 

IZ Ala Sly Asn A Ig Pro Leu Lys Ser Leu s.r Slu «.t Leu Ly, sly 
Ly. AS» Sly Ar g III Ar g sin Asn Leu Leu SXy Lys Ar g Val Asp Tyr 
ser Sly Ar g s.r val He He Val oly Pro slu Leu Lys Ph. Asn Sin 
0,. Sly L.u Pro Lys slu « Ala L.u slu Leu Phe olu Pro PI,. He 
„. Lys Arg Leu Lys Asp sin Sly S.r val Tyr Thr He Ar S ser Ala 
Lys Lys H.t II. Sin «g sly Ala Pro slu Val Trp Asp Val L.u slu 
Slu IX. lie Lys III His Pro Val L.u Leu Asn Ar 3 Ala Pro Thr Leu 
His Arg Leu sly II. sin Al, Ph. slu Pro Val L.u II. Slu sly Lys 
A I. lie Arg val Hi. Pro L.u val cy, Al. Ala Phe Asn Ai, Asp Ph. 
Asp til Asp sin Met Al. Val His va! Pro L.u s.r He slu A!, Sin 
Leu Slu Al. Lys Val Leu « M.t Al, Pro Asp Asn II. Ph. Leu Pro 
ser ser sly Lys i£ v.! Ala Thr Pro s.r Lys Asp M.t Thr L.u sly 
XX. Tyr Tyr Leu Het AX. Asp Pro Thr Tyr Phe Pro slu slu His Sly 

515 ^ T lZ„ riu Val Glu Val Leu Arg Ala Leu 

Gly Lys Thr Lys Ala Phe Lys Asp Glu Val Glu ^ 

530 535 
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Asn Ala Gly Gly Phe lie Leu Lys Asp Glu lie Cys Gly Ser Arg Arg 
545 550 555 560 

Asp Glu Thr Gly Arg Gly lie His He His Glu Lys He Lys Val Arg 

565 570 575 

He Asp Gly Gin He He Glu Thr Thr Pro Gly Arg Val Phe Phe Asn 

580 585 590 

Thr He Val Pro Lys Glu Leu Gly Phe Gin Asn Tyr Ser Met Pro Ser 

595 600 605 

Lys Arg He Ser Glu Leu He Leu Gin Cys Tyr Lys Lys Val Gly Leu 

610 615 620 

Glu Ala Thr Val Arg Phe Leu Asp Asp Leu Lys Glu Leu Gly Phe Val 
625 630 635 640 

Gin Ser Thr Lys Ala Ala He Ser Met Gly Leu Lys Asp Val Lys He 

645 650 655 

Pro Glu He Lys Lys Glu He Leu Lys Asp Ala Tyr Asp Lys Val Ala 

660 665 670 

He Val Lys Lys Gin Tyr Glu Asp Gly He He Thr Asp Gly Glu Arg 

675 680 685 

His Ser Lys Thr He Ser He Trp Thr Glu Val Ser Asp Leu Leu Ser 

690 695 700 

Asn Ala Leu Tyr Ser Glu He Lys Lys Gin Thr Asn Ser Lys His Asn 
705 710 715 720 

Pro Leu Phe Leu Met Val Xaa Ser Gly Ala Arg Gly Asn Lys Ser Gin 

725 730 735 

Leu Lys Gin Leu Gly Ala Leu Arg Gly Leu Met Ala Lys Pro Asn Gly 

740 745 750 

Ala He He Glu Ser Pro lie Thr Ser Asn Phe Arg Glu Gly Leu Thr 

755 760 765 

Val Leu Glu Tyr Ser He Ser Ser His Gly Ala Arg Lys Gly Leu Ala 

770 775 780 

Asp Thr Ala His Lys Thr Ala Asp Ser Gly Tyr Leu Thr Arg Arg Leu 
785 790 795 800 

Val Asp Val Ala Gin Asp Val He He Thr Glu Arg Asp Cys Gly Thr 

805 810 815 

Leu Asn His He Glu Val Ser Thr He Arg Gin Gly Ser Glu Glu Leu 

820 825 830 

Leu Pro Leu Lys Asp Arg Val Tyr Gly Arg Thr Val Ser Glu Asn He 

835 840 845 

Tyr Gin Pro Gly Asp Lys Ser Asn Val Leu Ala Tyr Ala Gly Asp Val 

850 855 860 

Leu Thr Ser Ala Gin Ala Glu Ala He Asp Asp Ala Gly He Glu Ser 
865 870 875 880 

Val Lys He Arg Ser Thr Leu Thr Cys Glu Ser Arg Arg Gly Val Cys 

885 890 895 

Ala Lys Cys Tyr Gly Leu Asn Leu Ala Asn Gly His Leu He Gly Leu 

900 905 910 

Gly Glu Ala Val Gly He He Ala Ala Gin Ser He Gly Glu Pro Gly 

915 920 925 

Thr Gin Leu Thr Met Arg Thr Phe His Leu Gly Gly Val Ala Ala Thr 

930 935 940 

Ser Ser Thr Pro Glu He Val Ala Glu Cys Asp Gly He Leu Val Tyr 
945 950 955 960 

Leu Asp Leu Arg Val Val Val Asp Gin Glu Gly Asn Asn Leu Val Leu 

965 970 975 

Asn Lys Met Gly Ala Leu His Leu Val Gin Asp Glu Gly Arg Ser Leu 

980 985 990 

Ser Glu Tyr Lys Lys Leu Leu Ser Thr Lys Ser He Glu Ser Leu Ala 

995 1000 1005 

Thr Phe Pro Val Glu Leu Gly Ala Lys He Leu Val Asn Asp Gly Ala 
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»« HW* XI. «Y «n «, XL XI. 31" V.l^lu — "is *» IJJ o 

s'li. a. ^ phe r 5 „ His ^ Giu Mp i"=s val 

olu sly v.! «r J£«« «. V,! XI. «„ W s « » My «> V.1 

«. «« x» - V «» f o l 0 Gly G1 " " U " lS !os= Gl " " a 
Ile Wr iSU I. xsn M.t olu L.u v.x «y «r Tyr x.. II. 

Pt „ serV XI. He II. «r V,! .1. «1« £. 

Gly Met Leu Leu Ala Arg Leu Pro Arg Gly^la y ^ 

1125 » w=t n a Glu Leu Val Glu Ala Arg Lys 
He Thr Gly Gly Leu Pro Arg Val Ala^Glu Leu v ^ 

Pro Glu Asp Alalia Asp Xle Al^Lys II. Asp Gly Valval Asp Phe 
Lys Gly I^Gln Lys Asn Lys Arg Xle Leu Val Val^Arg Asp Glu Xle 

1170 L . . „ r,a\i Thr Lys His Leu lie 

Thr Gly Met Glu Glu Glu His Leu lie Ser Leu^Tnr y ^ 

VafGin Arg Gly Asp Serial He Lys Gl^Gln Gin Leu Thr As^Gly 

Leu val Val Pro H^Glu Xle Leu Ala He Cys Gly Val Arg^lu Leu 

oh ?i 2 ,°val Asn Glu Val Gin Glu Val Tyr Arg Leu Gin Gly 
Gin Lys Tyr Leu Val Asn biu 

1235 » rw« His lie Glu lie lie Val Arg Gin Met Leu 
Val Asp He Asn Asp Lys His He Glu 

1250 „ „i„ i=n Thr Thr Leu Leu Phe Gly 

Gin Lys Val Arg He Thr Asp Pro Gly Asp ™*™ r u 1280 

1265 . , Tv <, L 5I°Glu Phe Tyr Glu Glu Asn Arg Arg Thr Glu 

Glu Asp Val Asp Lys Lys Glu vne iyj " 129Q 12 9S 

1285 ii a val Pro Val Leu Leu Gly He 

Glu Asp Gly Gly Lys Pro Ala Gin Ala^Val Pro v ^ 

Thr Lys Ala Se^Leu Gly Thr Olu S« Pne He Ser Alalia Ser Phe 
Cln Asp Tnr\hr Arg Val Leu Thr Asp Ala Ala Cys^er Ser Lys Thr 

1330 „i T>h» Tvs Glu Asn Val He Met Gly His Met He 

Asp Tyr Leu Leu Gly Phe Lys Glu Asn vax i3g( 

£" G ly «y Thr OUT S°«p Thr His «■ He ««- %™ 
Olu BXU =ln Sfl-P « v.1 Ph« *sp Phe Xsp Ser sl^Phe olu 

1380 1 - 3bb 



Ser Val Ala Gly 
1395 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 298 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 124095 124988 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 12 0: 

His Leu Glu Ser Lys lie Asp Lys Val Phe Met Ser Ser Gin Phe Asp 

15 10 15 

Gin Phe Lys Leu Trp Ser Val Leu Val Gly Asp Thr Gly Asp Pro Ala 

20 25 30 

Leu lie Lys Thr Leu Gly Val Gin Asp Ala Thr Thr Asn Pro Ser Leu 

35 40 45 

lie Leu Lys Val Ala Gin Glu Pro Lys Tyr Gin Ser Met Leu Thr Glu 

50 55 60 

Ala lie Ser Trp Gly lie Arg Gin Asn Gly Asp Asp Val Gin Thr Leu 
65 70 75 80 

Thr Phe Val Leu Asp Lys lie Gin Val Asn Leu Gly Leu Glu lie Leu 

85 90 95 

Lys His Val Pro Gly Arg Val Ser Leu Glu lie Asp Ala Arg Leu Ser 

100 105 110 

Phe Asn Thr Glu Ala Met Val Gin Arg Ala lie Phe Leu Ser Gin Leu 

115 120 125 

Phe Glu Lys Met Gly Gly Asp Lys Lys Arg Leu Leu Val Lys lie Pro 

130 135 140 

Gly Thr Trp Glu Gly lie Cys Ala Ala Glu Val Leu Glu Ser Gin Gly 
145 150 155 160 

lie Ala Cys Asn Val Thr Leu lie Phe Asn Leu Val Gin Ala lie Ala 

165 170 175 

Ala Ala Lys Ala Lys Val Thr Leu Val Ser Pro Phe Val Gly Arg lie 

180 185 190 

Tyr Asp Trp Trp He Ala Ala Tyr Gly Ala Glu Gly Tyr Ser He Glu 

195 200 205 

Ala Asp Pro Gly Val Ala Ser Val Ala Asn He Tyr Ser Tyr Tyr Lys 

210 215 220 

Lys Phe Asp He Pro Thr Gin He Met Ala Ala Ser Phe Arg Thr Lys 
225 230 235 240 

Glu Gin Val- Leu Ala Leu Ala Gly Cys Asp Phe Leu Thr Val Ser Pro 

245 250 255 

Lys Leu Leu Glu Glu Leu Lys Lys Asp Gin Gin Pro Val Glu Arg Lys 

260 265 270 

Leu Ser Val Glu Glu Ala Lys Lys He Arg Tyr Ser Thr Cys Gly Val 

275 280 285 

Val Arg Glu Cys He Ser Val Leu Asn Glu 
290 295 



(2) INFORMATIONS POUR LA SEQ ID NO: 121: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 78 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: 124873 125106 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 121: 
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Lys Asn ser Arg Lys He Ser Ser Leu Leu Lys Glu Ser Leu Ala Trp 
iys Lys Arg Lys Lys Leu Asp He Gin Pro Val Glu Leu Ser Glu Ser 
Val Phe Arg Phe Leu Met Asn Glu Asp Ala Met Ala Thr Glu Lys Leu 
Ala Glu Gly lie Arg He Phe Ser oly Asp Thr Gin He Leu Glu Ser 
Ala Val Thr Glu Phe lie Arg Gin lie Ala Ala Gin Glu Ala 



65 



(2) INFORMATIONS POUR LA SEQ ID NO: 122: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 242 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 12553 6 .. 12 6261) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 122: 
Asn Gin Thr Leu Asn Leu Met Lys Arg Val He Leu Cys Ser Leu Leu 
Phe Ala Ser Phe Pro He Val Ser Lys Ala Ala Ala Glu Gly Lys Pro 
L eu ser Arg Sa Ala Gin Leu Arg Glu Lys Arg Lys Asp Leu His Val 
ser Arg Lys Pro Ser Pro Arg Tyr Ala Leu Lys Lys Arg Ala Leu Glu 
Ala Lys Lys Asn Arg Pro Ser He Ser Trp lie Thr Tyr Ser Asn Ala 
Thr Tyr Ser Phe Leu He Pro Asn Thr Trp Gin Cys He Asp Asp Lys 
Thr Gin Leu Pro Glu Lys Leu Asp Val Leu Phe He Gly Ly. Oly Ala 
Gly Gly Leu Thr Pro Thr lie Asn Ser Ala His Glu He He His Lys 
Thr Glu Asp Ala Tyr He Glu Glu He Leu Asp Tyr His Arg Ala Asn 
Olu Asn Thr Leu Glu Ser III He Phe Ala Hi. He Gin Ala Pro Ser 
III Lys Phe Thr He lie Lys Thr Glu Lys Asn Thr Ser Trp Gly Arg 
val Phe Cys Leu Gin Gly Val Thr Val He Asp His Thr Ala Tyr lie 
Phe Thr ser Sr Ser Thr He ajp Asp Tyr Pro Asn Val Ser Leu Ala 

L eu Leu Lys Ala Ala Ser Ser III Lys Leu Ser Glu Lys Glu Glu Ala 

215 aZu 

Ala Arg Gly Asp Ala He Leu Glu Lys Ala Leu Lys Asp Leu Gin Asn 

o**n 



225 230 

Gly Lys 
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(2) INFORMATIONS POUR LA SEQ ID NO: 123: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 201 acides amines 

(B) TYPE: acide amin6 

(D) CONFIGURATION: lineaire 

{ i i i ) HYPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: 12 6328 12 693 0 



(xi) DESCRIPTION DE. LA SEQUENCE: SEQ ID NO: 123: 



Thr 


Leu 


Phe 


Phe 


Leu 


Val 


Ser 


Asp 


Met 


Ala 


Asp 


Leu 


Ser 


Ala 


Gin 


Asp 


1 








5 










10 










15 




Lys 


Leu 


Lys 


Gin 


He 


Cys 


Asp 


Ala 


Leu 


Arg 


Glu 


Glu 


Thr 


Leu 


Lys 


Pro 








20 










25 










30 






Ala 


Glu 


Glu 


Glu 


Ala 


Gly 


Ser 


He 


Val 


His 


Asn 


Ala 


Arg 


Glu 


Gin 


Ala 






35 










40 










45 








Lys 


Arg 


He 


Val 


Glu 


Glu 


Ala 


Lys 


Glu 


Glu 


Ala 


Gin 


Arg 


He 


He 


Arg 




50 










55 










60 










Ser 


Ala 


Glu 


Glu 


Thr 


Ala 


Asp 


Gin 


Thr 


Leu 


Lys 


Lys 


Gly 


Glu 


Ala 


Ala 
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70 










75 










80 


Leu 


Val 


Gin 


Ala 


Gly 


Lys 


Arg 


Ser 


Leu 


Glu 


Asn 


Leu 


Lys 


Gin 


Ala 


Val 










85 










90 










95 




Glu 


Thr 


Lys 


He 


Phe 


Arg 


Glu 


Ser 


Leu 


Gly 


Glu 


Trp 


Leu 


Asp 


His 


Val 








100 










105 










110 






Ala 


Thr 


Asp 


Pro 


Glu 


Val 


Ser 


Ala 


Lys 


Leu 


Val 


Gin 


Ala 


Leu 


Val 


Gin 






115 










120 










125 








Ala 


Val 


Asp 


Ala 


Gin 


Gly 


He 


Ser 


Gly 


Asn 


Leu 


Ser 


Ala 


Tyr 


He 


Gly 




130 










135 










140 










Lys 


His 


Val 


Ser 


Ala 


Arg 


Ala 


Val 


Asn 


Glu 


Ala 


Leu 


Gly 


Lys 


Glu 


He 


145 










150 










155 










160 


Thr 


Ser 


Lys 


Leu 


Lys 


Glu 


Lys 


Gly 


Val 


Ser 


Val 


Gly 


Lys 


Phe 


Ser 


Gly 










165 










170 










175 




Gly 


Ala 


Gin 


Leu 


Lys 


Val 


Glu 


Glu 


Arg 


Asn 


Trp 


Val 


Leu 


Asp 


Met 


Ser 








180 










185 










190 






Ser 


Glu 


Val 


Leu 


Leu 


Asp 


Phe 


He 


Asp 

















195 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 124: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 216 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 12713 8 127785 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 124: 
Glu Arg Val Met Asn Gin Tyr Tyr Phe Leu Ser Ser Phe Leu Ser Pro 
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k» SX„ Pro «« « s.r Pro x,u «r P« OI. olu XI. - « 
« «, Ala « Asa P,e T MP «. - «P « ~ ~ 
Lm « M 0 « Phe Asp « «lu » - - ~ - T - "* 
Ly s XI. Pro P». s« k. «y V,! »r » .« » »1 Olu 

2r M » M u Arg »» GX» « «- - « «" «* G1U "" V? ™ 
P„. P„. W s Asp X. « «. Arg T£ »r Pro « olu Arg «■> 
^ hi. «- ~ «. - -X „ Asp ». «u MP His wr «» MP 
w pro E OX. P« - « ^ <yr - « ». 3X» MP 

I 30 , ^ *™ Ma Ara Val Met Gin Lys Asp Val 

Arg He He Leu Ala Gly Phe Arg Ala Arg va^ 1( . Q 

145 » III rlu Asp Ser Ser Asn Pro He Val Leu His 

Ser Phe Val Leu Arg Asp Glu Asp ser ^ 1?5 

vaX « M« Gin £ Asp S.r Pro M„ W r „x» « «. Mp ol* Ph. 
p h . cl u X..U Arg Asp V,l f V Arg « Arg AXa ser s.r »« His 

195 ^ uu 
Val Glu Ser Asp Ser Leu Phe Leu 



210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 125: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 597 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

( viii) POSITION DANS LE GENOME : 127924 .. 129714 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 125: 

ASP Gly Glu Arg Asn Gin Me, Val Ala Thr Ser Lys Gin Thr Thr Gin 

Gly ^ Val val Glu Ala Tyr Gly Asn Leu Leu Arg Va! His Val Asp 

Gly His Val Arg Gin Gly Glu Val Ala Tyr Val Ser Val Asp Asn Thr 

Trp L eu Lys Ala Glu Xle He Glu Val Val Gly Met Lys Leu A rg Phe 

G i n val Phe Olu Glu Thr gL Gly He Ser Arg Gly Ala -u val Thr 

S. ser Gly His Leu Leu Glu Ala Glu Leu Gly Pro Gly Leu Leu Gin 

Gi y lie Phe Asp lly Leu Gin Asn Arg Leu Glu He Leu Ala Asp Thr 

100 * *™ oiv Glu Tyr val Asn Ala lie Cys Arg Glu 
Ser Leu Phe Leu Arg Arg Gly Glu Tyr v ^ 

115 120 
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Thr Val Trp Ala Tyr Thr Gin Lys Ala Ser Val Gly Ser Val Leu Ser 

130 135 140 

Arg Gly Asp Val Leu Gly Thr Val Lys Glu Gly Arg Phe Asp His Lys 
145 150 155 160 

lie Met Val Pro Phe Ser Cys Phe Glu Glu Val Thr lie Thr Trp Val 

165 170 175 

lie Ser Ser Gly Asn Tyr Thr Val Asp Thr Val Val Ala* Lys Gly Arg 

180 185 190 

Thr Ser Thr Gly Glu Glu Leu Glu Phe Thr Met Val Gin Lys Trp Pro 

195 200 205 

lie Lys Gin Ala Phe Leu Glu Gly Glu Lys Val Pro Ser His Glu lie 

210 215 220 

Met Asp Val Gly Leu Arg Val Leu Asp Thr Gin lie Pro Val Leu Lys 
225 230 235 240 

Gly Gly Thr Phe Cys Thr Pro Gly Pro Phe Gly Ala Gly Lys Thr Val 

245 250 255 

Leu Gin His His Leu Ser Lys Tyr Ala Ala Val Asp lie Val Val Leu 

260 265 270 

Cys Ala Cys Gly Glu Arg Ala Gly Glu Val Val Glu lie Leu Gin Glu 

275 280 285 

Phe Pro His Leu Lys Asp Pro His Thr Gly Gin Ser Leu Met His Arg 

290 295 300 

Thr Cys lie lie Cys Asn Thr Ser Ser Met Pro Val Ala Ala Arg Glu 
305 310 315 320 

Ser Ser lie Tyr Leu Gly lie Thr lie Ala Glu Tyr Tyr Arg Gin Met 

325 330 335 

Gly Leu His lie Leu Leu Leu Ala Asp Ser Thr Ser Arg Trp Ala Gin 

340 345 350 

Ala Leu Arg Glu lie Ser Gly Arg Leu Glu Glu lie Pro Gly Glu Glu 

355 360 365 

Ala Phe Pro Ala Tyr Leu Ala Ser Arg lie Ala Ala Phe Tyr Glu Arg 

370 375 380 

Gly Gly Ala Val Lys Met Lys Asp Gly Ser Glu Gly Ser Leu Thr lie 
385 390 395 400 

Cys Gly Ala Val Ser Pro Ala Gly Gly Asn Phe Glu Glu Pro Val Thr 

405 410 415 

Gin Ala Thr Leu Ser Val Val Gly Ala Phe Cys Gly Leu Ser Lys Ala 

420 425 430 

Arg Ala Asp Ala Arg Arg Tyr Pro Ser lie Asp Pro Met He Ser Trp 

435 440 445 

Ser Lys Tyr Leu Asp Ser Val Ala Glu He Leu Glu Lys Lys Val Pro 

450 455 460 

Gly Trp Gly Glu Ser Val Lys Gin Ala Ser Arg Phe Leu Glu Glu Gly 
465 470 475 480 

Ala Glu He Gly Lys Arg He Glu Val Val Gly Glu Glu Gly He Ser 

485 490 495 

Met Glu Asp Met Glu He Phe Leu Lys Ser Glu Leu Tyr Asp Phe Cys 

500 505 510 

Tyr Leu Gin Gin Asn Ala Phe Asp Ala Glu Asp Cys Tyr Cys Pro Phe 

515 520 525 

Asp Arg Gin He Glu Leu Phe Ser Leu Met Asn His He Phe Asn Ser 

530 535 540 

Arg Phe Cys Phe Asp Cys Pro Asp Asn Ala Arg Ser Phe Phe Leu Glu 
545 550 555 560 

Leu Gin Ser Lys He Lys Thr Leu Asn Gly Gin Lys Phe Leu Ser Glu 

565 570 575 

Glu Tyr Gin Lys Gly Leu Glu Val He Tyr Lys Leu Leu Glu Ser Lys 

580 585 590 

Met Val Gin Thr Ala 
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(2) INFORMATIONS POUR LA SEQ ID NO : 12 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 43 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vili , POSITION DANS LE GENOME : 129720 .. 131033 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 126: 

Met Gin Thr He Tyr Thr Lys He Thr Asp He Lys Gly Asn Leu II, 

Thr Val Glu Ala Glu Gly Ala Ser Leu Gly Glu Leu Val Gin He Glu 

Arg Ala Asp "y Arg Ser Ser Tyr Ala Ser Val Leu Arg Phe Asp Ala 

35 m„ v*i Phe Gly Gly Thr Ser Gly Leu Ser Thr 

Arg Lys Val Thr Leu Gin Val Phe Gly y ^ 

Gly Up ,ys «i II. Ph. l~ «y «, Pro «.t olu v,! ii. Tyr oj, 
Sp s.r Leu Leu c ly Z, *» Ph. M„ cly Thr «y «- - »• «• 

Hl . 01 u MP OIU S- - «Y «» ™ »' ™ * So P " S " 

Ph . Mr. Pro ill c «. II. Pro «» oxu M. t V.I « Thr Mr. 
Ile „„ £ II. MP Ph. » CVS « V,! S.r Sir. W = II. 

«. Ill P- s« s.r ser ^ «« Mr. Hi. » « « «= »J 

it. A!, Ala «n Thr MP « ^ « '» ^ "* IK "* 
M Thr Ph. V,! MP ^r Mr. Ph. Ph. V»I clu 1- « OIj «. « 

180 „ v „i t,vs Phe He His Lys Ala Val Asp Ala 

Gly Phe Ala Asp Lys Cys Val Lys Phe x ^ 

195 \r l reu Ile Pro Asp Met Ala Leu Ala Cys Ala Glu 

Pro Val Glu Cys Val Leu He Pro a p ^ 

210 21 T Leu val Leu Leu Thr Asp 

Arg Phe Ala Leu Glu Gin Gin Lys Asn Val Leu Val ^ 

2£ Thr Ala Phe Ala Asp Ala Leu Lys Glu Ile Ala lie Thr Met Asp 
Gln lie Pro Ala Asn -g Gly Tyr Pro Gly Ser Leu Tyr Ser Asp Leu 

260 , T ,i a v a i asp He Ala Gin Gly Gly Ser He 
Ala Val Arg Tyr Glu Lys Ala Val Asp ^ 

ror L .» 52 s.r v.! Thr Thr Lt Pro G!y MP MP I» - "is Pro 
V,I Pro Asp M Thr Gly T, «. - =1. Oly «» - Wr «~ 

i% « «« ii. «p - ~ «» - - s - «• L * u Lys ss L,u 



325 
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Val 


He 


Gly 


Lys 
340 


Lys 


Thr 


Arg 


Glu 


Asp 
345 


His 


Gly 


Asp 


Leu 


Ala 
350 


Asn 


Ala 


Leu 


He 


Arg 
355 


Leu 


Tyr 


Ala 


Asp 


Ser 
360 


Arg 


Lys 


Ser 


Ala 


Glu 
3 65 


Arg 


Met 


Ser 


Met 


Gly 
370 


Phe 


Lys 


Leu 


Ser 


Asn 
375 


Trp 


Asp 


Lys 


Lys 


Leu 
380 


Leu 


Ala 


Phe 


Ser 


Glu 


Leu 


Phe 


Glu 


Ala 


Arg 


Leu 


Met 


Ser 


Leu 


Glu 


Val 


Asn 


He 


Pro 


Leu 


385 










390 










395 










400 


Glu 


Glu 


Ala 


Leu 


Asp 
405 


He 


Gly 


Trp 


Lys 


He 
410 


Leu 


Ser 


Gin 


Ser 


Phe 
415 


His 


Ser 


Glu 


Glu 


Val 
420 


Gly 


He 


Lys 


Glu 


Gin 
425 


Leu 


He 


Gin 


Lys 


Tyr 
430 


Trp 


Pro 


Lys 


Ala 


Cys 


Leu 


His 


Lys 























435 



(2) INFORMATIONS POUR LA SEQ ID NO: 127: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 204 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 13 1018 13 162 9 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 127: 



Ser 


Met 


Ser 


Ser 


Gin 


He 


Lys 


Leu 


Thr 


Lys 


Asn 


Ser 


Tyr 


Arg 


Ala 


Glu 


1 








5 










10 










15 




Lys 


Gin 


Lys 


Leu 


Asn 


Met 


Leu 


Gly 


Met 


Tyr 


Leu 


Pro 


Thr 


Leu 


Lys 


Leu 






20 










25 










30 






Lys 


Lys 


Ala 


Leu 


Leu 


Gin 


Ala 


Glu 


Val 


Gin 


Ser 


Ala 


He 


Arg 


Leu 


Ala 


35 










40 










45 








Ala 


Glu 


Ser 


Thr 


Ala 


Thr 


Asn 


Glu 


Gin 


Ala 


Arg 


Asp 


Arg 


Met 


Tyr 


Ala 




50 










55 










60 










Phe 


Ala 


Glu 


Leu 


Phe 


Ser 


He 


Pro 


Leu 


Tyr 


Thr 


Asp 


Ala 


Val 


Glu 


Gin 


65 










70 










75 










80 


Cys 


Phe 


Ser 


Val 


Asp 


He 


Leu 


Glu 


Lys 


Asp 


Val 


Glu 


Asn 


He 


Ala 


Gly 








85 










90 










95 




Val 


Glu 


Val 


Pro 


Leu 


Leu 


Lys 


Arg 


Val 


Val 


Leu 


Thr 


Ser 


Pro 


Glu 


Tyr 








100 










105 










110 






Ser 


Leu 


Leu 


Asp 


Thr 


Pro 


He 


Trp 


Leu 


Asp 


Ser 


Leu 


Leu 


Ala 


Ser 


Val 






115 










120 










125 








Lys 


Glu 


Tyr 


Val 


Val 


Ser 


Lys 


He 


Tyr 


Ala 


Glu 


Asn 


Ala 


Gin 


Glu 


Arg 




130 










135 










140 










Leu 


Leu 


Leu 


Leu 


Glu 


Glu 


Glu 


Leu 


Arg 


Arg 


Val 


Ser 


He 


Arg 


Val 


Asn 


145 










150 










155 










160 


Leu 


Phe 


Glu 


Lys 


Lys 


Leu 


He 


Pro 


Thr 


Thr 


Ser 


Gin 


Thr 


Leu 


Lys 


Lys 










165 










170 










175 




He 


Ala 


He 


Phe 


Leu 


Ser 


Asp 


Arg 


Ser 


He 


Thr 


Asp 


Val 


Gly Gin Met 








180 










185 










190 






Lys 


Met 


Ala 


Lys 


Lys 


Lys 


He 


Gin 


Gin 


His 


Lys 


Glu 











195 200 
(2) INFORMATIONS POUR LA SEQ ID NO: 128: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 441 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(vii i) POSITION DANS LE GENOME : 131834.-133156 

(xi , DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 128: 

ser Thr Lys Ser Oly Tyr Leu Val Thr Glu Gin Leu Leu Gin Glu lie 

ke Asp Leu Asn Gin Glu lie Thr Thr Leu Thr Glu Ser Leu Lys Ala 

Le u Gly Lys ^aa lie Val Arg Val Lys Pro Leu Gly Asp Phe Ser Ser 

Glu Glu fie Arg Glu Leu Thr Leu Lys Thr Gly Leu Ala Val Arg Phe 

Phe ^ Lys Ar 9 His lie Glu Gly Ala Pro Leu Glu Val Glu Glu Glu 

£n val Phe Tyr Leu Tla Thr Ala ^r Asn Tyr Asp ^ Tyr Ala Val 

XL Gly He Val Ser Leu Ser Lys Asp He Phe Thr Glu lie Glu Ala 

Pro Arg Ser Val *sn Glu Leu Arg Glu Glu Ala Gly His Leu Gin Ala 

Leu Leu Arg Lys Lys Lys Ala Arg Val Cys Glu Leu Tyr Ala iyr Ar g 

01U Asp Leu Leu Glu Ala Leu Cys Glu Gin Cys Asn Glu Gin Ser Leu 

HI His Ala Glu Ala Ser Ala Glu Asp Leu Phe Asp Asp Lys Val Phe 

165 « i tip Val Asp Arg Leu Asp Glu Val Lys Lys 
Ser Ala Leu Gly Trp Val He Val Asp Arg ^ 

L eu ^ asp III u~ «y n. ^ - «» M9 *" SS "° "° 

isp oiu £ XL Pro Thr Tyr - - - «■ -V «- «Y »* « 
Qly oiu s.r Leu V,! »n lie Tyr W ™r «. Al. « Thr MP W; 
£ Pro s.r Leu Trp Si Phe Phe s.r Ph. Ph. V,l Ph. Phe s.r Met 
„. II. Asn »p Ala Oly ^ oly « V* — ^ ~ 
P„. Leu S.r Phe Lys Ala Aro Lys OX. XI. W »» ~ ^ »* ~ 

Lys „ Ph. « oiu « - -* xx. - -y « «, cy S i cys 

TO oi y Oly Ala Thr Thr s.r Ph. Ph. oly Val s.r Val s.r Tyr Thr 
HI Pro Ph. Ar 9 oiu Tyr S« L.u Thr His Ph. L.u AX- L.u «£ Lys 
,1. oiu Tyr Tyr L.u Lys <=Xu Ar g Pro ,ys oly Tyr Lys oiu Leu » 
BU Asp Tyr III XI. L.U Lys «u Lys Lys -r Pro Lys oiu Ph. L.u 



355 
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Leu 


Ala 
370 


Gin 


Ser 


Thr 


Ser 


Ser 
375 


Gly 


Asp 


Ser 


Val 


Tyr 
380 


Lys 


Ala 


Val 


Val 


Tyr 


Asp 


Lys 


Phe 


He 


Asp 


Asn 


He 


Leu 


Met 


Glu 


He 


Ala 


Leu 


Leu 


Val 


385 










390 










395 










400 


Gly 


Val 


Val 


His 


Leu 


Ser 


Leu 


Gly 


Met 


Leu 


Arg 


Tyr 


Cys 


Arg 


Gin 


Arg 








405 










410 










415 




Tyr 


Ser 


Ser 


He 


Gly 


Trp 


Val 


He 


Phe 


Met 


Cys 


Gly 


Asp 


He 


Cys 


He 






420 










425 










430 






Cys 


Leu 


Ser 


He 


Cys 


Lys 


Pro 


Tyr 


Leu 


















435 










440 



















(2) INFORMATIONS POUR LA SEQ ID NO : 12 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 17 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 13 3 075 133 584 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 129: 



Thr 


Ala 


Val 


Phe 


Phe 


Tyr 


Arg 


Met 


Gly 


Asn 


Leu 


Tyr 


Val 


Arg 


Arg 


Tyr 


1 








5 










10 










15 




Met 


Tyr 


Leu 


Pro 


He 


Tyr 


Leu 


Gin 


Ala 


Val 


Ser 


Leu 


He 


His 


Tyr 


Ala 






20 










25 










30 






Leu 


His 


He 
35 


Pro 


Tyr 


Glu 


Leu 


Gly 
40 


Gly 


Leu 


Val 


Gly 


Tyr 
45 


Tyr 


Val 


Thr 


Phe 


He 


Gly 


Leu 


Gly 


Val 


Ala 


He 


Leu 


Gly Gly 


Val 


He 


Gin 


Arg 


Gly 




50 










55 










60 










Leu 


Arg 


Gly 


Leu 


Asp 


Glu 


He 


Thr 


Ala 


Val 


He 


Gin 


Val 


Phe 


Ser 


Asp 


65 






70 










75 










80 


Val 


Leu 


Ser 


Tyr 


Leu 


Arg 


Leu 


Tyr 


Ala 


Leu 


Ser 


Leu 


Ala 


Gly 


Glu 


Met 








85 










90 










95 




Val 


Gly 


Asn 


Thr 


Val 


Met 


Val 


Met 


Ser 


Glu 


Arg 


Phe 


Ser 


Pro 


Ala 


Val 






100 










105 










110 






Gly 


He 


Leu 


He 


He 


He 


Phe 


Gly 


His 


Thr 


Val 


Asn 


He 


Ala 


Leu 


Ser 




115 










120 










125 








He 


Met 
130 


Gly 


Gly 


Val 


He 


His 
135 


Gly 


Leu 


Arg 


Leu 


Asn 
140 


Phe 


He 


Glu 


Trp 


Tyr 


His 


Tyr 


Ser 


Phe 


Asp 


Gly 


Gly 


Gly 


Lys 


Phe 


Leu 


His 


Pro 


Leu 


Lys 


145 








150 










155 










160 


Lys 


Val 


He 


Tyr 


Gin 


Lys 


Ser 


Gin 


Asn 


Leu 















165 170 



(2) INFORMATIONS POUR LA SEQ ID NO : 13 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 125 acides amines 

(B) TYPE: acide amind 

(D> CONFIGURATION: lineaire 



(iii) H YPOTHET I QUE : oui 



913 



(viii) POSITION DANS LE GENOME: 133 625 .. 133 99 9 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 13 0: 
Glu Met Ser Ser Glu Arg Lys Tyr Met lie Asp Val Ser Val Val Gly 
iro Val Leu Ala Met Ala Leu Ala Met He Gly Ser Ala Val Gly Cys 
Gly Met Ala fly Val Ala Ser His Ala Val Met Ser Arg He Asp Glu 
Gly His Gly L ys He lie Gly Leu Ser Ala Met Pro Ser Ser Gin Ser 
Xle Tyr Gly Leu He Phe Met Leu Leu Leu Asn Asp Ala He Lys Asp 
Gly Lys Val ser Ala 111 Ser Gly He Val Met Gly He Ala Val Gly 
Ser Ala Leu Leu Leu Ser Ala Phe Met Gin Gly Lys Cys Cys Val Ser 
Ala He Gin III Tyr Ala Arg Ser Ser Ala Asn He Trp 



(2) INFORMATIONS POUR LA SEQ ID NO: 131: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 216 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vi ii) POSITION DANS LE GENOME: 133861 .. 134508 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 131: 
Gly Tr P Lys Ser Leu Cys Ser Gin Trp Tyr Arg Asn Gly Tyr Ser Cys 
Ar g He cys Val lie Ala Phe cys Phe Tyr Ala Arg Glu Val Leu cys 
Glu cys Tyr ser Ser Leu cys Ala Phe Leu Cys Lys Tyr Met Val Asn 
His Leu Leu Arg Leu Gly Leu Leu Ser Leu Leu Arg Tyr Leu Leu Ser 
Phe Leu Arg Tyr cys Tyr Ser Lys Trp Xaa Ala Ala Ala Phe Ser Ala 
Su cys Leu Gly Gly Cys Ser Gin Pro Ala Leu ser ser Phe Leu Glu 
Phe lie Asp Asn Asp Tyr Thr Ala Ala Ala His Leu Gly He Asp Arg 
Gly cys Val Thr Glu Ser Val Gly Gin Gin Leu Val Val Thr Trp Gly 
L eu Pro III Arg Phe Arg Asp Ser Leu Pro Met Val Leu His Val Trp 
val Tyr Tyr Gly Asn Gly Glu Ala Ala Lys Phe Ser Tyr Asp Val Gin 
Its Leu Ser Gly Tyr Gin Val Tyr Thr Leu Lys Glu Asn Asp Tyr Gin 
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Asp Arg Gin Gly lie Xaa Ser Tyr 
180 

Lys Glu lie Leu Ser Arg Ser His 
195 200 
Leu Lys Ala Phe Ser Gin Leu Ser 
210 215 



Lys Val Ser Leu Thr Lys Asp Gly 
185 190 
His Leu Trp Met Glu Val lie Ser 
205 



(2) INFORMATIONS POUR LA SEQ ID NO: 132: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 93 9 acides amines 

(B) TYPE: acide amin6 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : OU i 



(Viii) POSITION DANS LE GENOME: 13463 8 137454 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 132: 

Met Asn Glu Asp Gin Phe Pro Lys Ala Tyr Asp Pro Lys Ser Ser Glu 

15 10 15 

Thr Gly Val Tyr Ser Phe Trp Glu Arg Ser Gly Met Phe Val Ala Asn 

20 25 30 

Ala Ser Ser Glu Lys Pro Ala Tyr Ser lie Val Met Pro Pro Pro Asn 

35 40 45 

Val Thr Gly lie Leu His Met Gly His Ala Leu Val Asn Thr Leu Gin 

50 55 60 

Asp Thr Leu lie Arg Tyr Lys Arg Met Gin Gly Phe Glu Val Cys Trp 
65 70 75 80 

Val Pro Gly Thr Asp His Ala Gly lie Ala Thr Gin Thr Val Val Glu 

85 90 95 

Arg His Leu Lys Ala Ser Leu Gly Lys Arg Arg Thr Asp Phe Ser Arg 

100 105 110 

Glu Glu Phe Leu Lys His Val Trp Asp Trp Lys Glu Lys Ser Gin Asn 

115 120 125 

Val lie Leu Ser Gin Leu Arg Gin Leu Gly Cys Ser Cys Asp Trp Ser 

130 135 140 

Arg Gin Arg Phe Thr Met Asp Pro Gly Ala Asn Arg Ala Val Lys Lys 
145 150 155 160 

Ala Phe Lys He Leu Phe Asp Lys Gly Val He Tyr Arg Gly Tyr Tyr 

165 170 175 

Leu Val Asn Trp Asp Pro He Leu Gin Thr Ala Leu Ala Asp Asp Glu 

180 185 190 

Val Glu Tyr Glu Glu Arg Asp Gly Trp Leu Tyr Tyr He Arg Tyr Gin 

195 200 205 

Val Val Asn Ser Glu Glu Phe He Thr Val Ala Thr Thr Arg Pro Glu 

210 215 220 

Thr Leu Leu Gly Asp Thr Ala He Ala Val Ser Pro Glu Asp Gin Arg 
225 230 235 240 

Tyr Ser His Leu He Gly Ala Lys Val Val Val Pro Phe Val Asn Arg 

245 250 255 

Glu He Pro He He Gly Asp Phe Ser Val Asp Ala Ser Phe Gly Thr 

260 265 270 

Gly Ala Val Lys He Thr Pro Ala His Asp Lys Asp Asp Tyr Lys Thr 

275 280 285 

Gly Met Asn His Gin Leu Pro Met He Asn He Leu Thr Ser Thr Gly 



915 



olu HI Asn Olu Asn Oly Oly .1. P»e Thr oly L.u s.r Arg Olu VJ1 

Al. Arg Olu Asn II. "« *« - "» ^ SS 

Lys Lys Olu Ala Tyr S.r s.r Arg Val Oly Val s.r Tyr Arg s.r cay 
„, II. ,1. olu Pro Tyr L.u Ser Lys oln Trp Ph. Val ser Val Asp 
s.r Ph. Arg Asp s.r L.u Arg Olu Phe v,l Asn ser Olu olu II. Arg 
He Ph. Pro Pro olu Ph. V.1 Arg Asn W L.u Thr Trp val Asn Asn 
Leu ,ys Asp Trp cys III S.r Arg oln L.u Trp Trp oly His Arg He 
Pro V.l Trp Hi, Asn Lys His Asp olu Asn v.l II. =ys Ph. Asp Oly 
.1. Oly Oly Pro Olu Oiu val M.t Arg Asp Pro olu s.r Trp Tyr oln 
Asp Pro "sp val Leu Asp Thr Trp Ph. S.r s.r Oly L.u Trp Pro L.u 
ttr cys Ph. Oly Trp Pro Asp olu Asp s.r L.u Asp Leu Lys Lys Ph. 
i£ Pro Thr Ala val L.u Val Thr oly His Asp II. L.u Ph. Ph. Trp 
V,l Thr Arg Met val ,.u M.t cys s.r Ala Mat Val Asp Thr Olu Pro 
Ph. s.r Asp III Ph. Leu His oly Leu II. Ph. Oly wj s.r Tyr Arg 
olu Tyr Asp Olu Lys oly olu Trp Ph. Tyr val s.r Oly Olu Arg Lys 
Ar, Asp Tyr Asp Lys Oly Lys Ala L.u Pro Lys Asn Val val Ala Lys 
T rP OIU Lys Leu s.r Lys s.r Lys Oly Asn Val II. Asp Pro II. olu 
M .t II. Olu Al, Tyr Oly Ala Asp Ala val Arg L.u Thr L.u cys s.r 
cys Al. Asn III Oly Olu Olh II. Asp Leu Asp Tyr Arg L.u Ph. olu 
Olu Tyr Lys Asn Ph. H. Asn Lys L.u Trp As» oly A!a Arg Ph. II. 
Ph. Ill His II. S.r Glu L.u Thr s.r Arg Asp L.u olu olu My val 
til Olh Asp Leu Leu oly L.u olu Asp Ph. Tyr He L.u Asp Arg Ph. 
A.h Olu Leu Leu £p L.u !1. Asp oly His Tyr Asn cys Tyr s.r Ph. 
Asp Lys II. HI s.r Leu Al, Tyr Asp Ph. Phe Lys Asn Asp Leu cvs 
s .r Thr Sr Leu oiu II. II. Lys Pro Thr Leu Ph. Oly Lys olh oly 
ser Asp Oln olh Arg Al. « Lys Arg Lys L.u L.u Al. Thr L.u L.u 
IS Asn II. Leu Oly III L.u His Pro lie Val Pro Tyr ,1. Thr olu 
Thr Leu Ph. Oln Lys L.U Lys Ala Thr Leu oly Thr Val olu Asn Oly 
Lys Oly Asp s.r Val Thr oly His Al. Val s.r Met L.u Arg s.r olu 



755 
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Ala 


Cys 


Met 


Val 


Ala 


Glu 


Tyr 


Pro 


Lys 


Pro 


He 


His 


Val 


Ala 


Phe 


Pro 




770 










775 










780 










Gin 


Gly 


Leu 


Arg 


Glu 


Ser 


Phe 


Gly 


He 


Ala 


Glu 


Arg 


Leu 


Val 


Tyr 


Thr 


785 










790 










795 










800 


He 


Arg 


Asn 


He 


Arg 


Gly 


Glu 


Met 


Gin 


Leu 


Asp 


Pro 


Arg 


Glu 


Pro 


Leu 










805 










810 










815 




Gin 


Ala 


Phe 


Val 


He 


Ser 


Ser 


GlU 


Lys 


Lys 


GlU 


Leu 


Val 


Asp 


Val 


Cys 








820 










825 










830 






He 


Pro 


He 


Met 


Cys 


Ala 


Leu 


Gly 


Gly 


Val 


Lys 


Thr 


Val 


Glu 


Gin 


Leu 






835 










840 










845 








Ala 


Glu 


Ala 


Pro 


Lys 


Asp 


Ser 


He 


Phe 


Ser 


Leu 


Gly Val 


Val 


Glu 


Gly 




850 










855 










860 










He 


Gin 


Val 


Gly 


Val 


He 


Leu 


Pro 


Pro 


Glu 


His 


Leu 


Ala 


Lys 


Glu 


Arg 


865 










870 










875 










880 


Val 


Arg 


Leu 


Glu 


Lys 


Glu 


Lys 


Thr 


Arg 


Leu 


Glu 


Lys 


Ser 


He 


Asp 


Ser 








885 










890 










895 




Val 


Ser 


Lys 


Leu 


Leu 


Ala 


Ser 


Glu 


Asp 


Phe 


Arg 


Thr 


Arg 


Ala 


Asn 


Pro 








900 










905 










910 






Ser 


Leu 


Val 


Gin 


Ala 


Lys 


Lys 


Asp 


Ser 


Leu 


Arg 


Asn 


Ser 


Gin 


Arg 


Glu 






915 










920 










925 








Leu 


Gin 


Ser 


He 


Leu 


Asp 


Lys 


Leu 


Ala 


Ser 


Leu 













930 935 



(2) INFORMATIONS POUR LA SEQ ID NO : 13 3: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 945 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 137442 .. 14 027 6 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 133: 

Thr Arg He Ala Leu Lys Glu Ala Val Leu Leu Gin Arg Tyr Glu Leu 

15 10 15 

He Arg Leu He Gly Lys Gly Gly Met Gly Glu Val Tyr Leu Ala His 

20 25 30 

Asp Lys Ala Cys Ser Arg Arg Val Ala Leu Lys Arg He Arg Glu Asp 

35 40 45 

Leu Ser Gly Asn Ala Leu Leu Arg Lys Arg Phe Leu Arg Glu Ala Lys 

50 55 60 

He Ala Ala Asp Leu He His Pro Gly He Val Pro Val Tyr Ser He 
65 70 75 80 

Cys Ser Asp Gly Glu Ala Val Tyr Tyr Thr Met Pro Tyr He Glu Gly 

85 90 95 

Phe Ser Leu Lys Ser Leu Leu Lys Ser Val Trp Gin Lys Glu Val Leu 

100 105 110 

Ser Lys Glu Leu Glu Glu Lys Thr Ser Val Lys Ser Phe Leu Pro He 

115 120 125 

Phe Asp Lys He Cys Ala Thr Val Glu Tyr He His Ser Lys Gly Val 

130 135 140 

Leu His Arg Asp Leu Lys Pro Asp Asn He Leu Leu Gly Leu Phe Gly 
145 150 155 160 

Glu Val Val He Val Asp Trp Gly Ala Ala He Phe Lys His Ala Lys 
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170 175 
165 1/0 



Glu Leu Lys Leu «« «" "P «> * la Val "* So ° 1U 

«« as» n. ™ «•* « »« ™ G1Y 2£ 118 val G1Y 

Thr Pro Asp Tyr Met Ala Pro Glu s.r L.u Leu Gly val Glu Al, ser 
G1U Thr Asp lie Tyr Al. Leu Gly Leu lie Leu Tyr Glu Met Leu 
S Leu Al, Phe Pro Tyr M Arg Lys Lys Gly Arg Lys L.u ser Tyr 
Ms asp V,! V,l Leu Pro Pro II. Glu Met ser Pro Tyr Arg Glu He 
Pro Pro ser III s.r Gin He Ala Met Lys Al, He Al. He Asn Pro 
Al, Asp Arg Ph. ser s.r II. Glu Glu L.u Arg Glu Al, Leu Gin Pro 

290 , * „™ r u Tro Thr Val Lys Ala Thr Leu Met Ala 

Tyr Leu Gin Gly Asp Pro Glu Trp ±nr vax ^ 32Q 

305 th/t- Tvr Asd Pro He Leu Leu Ser Arg 

Lys Glu Lys Ser Cys Trp Lys Tyr Tyr Asp Fro ^ 

,r i ?on Ala Ser Ser Pro Ala Gin Trp Tyr Asn Phe Met 
Tyr Phe Pro Val Leu Ala ser ^er jtx^ 

340 34b 



L .u ser Glu v" Glu II. ser Al, ser Thr Arg v,l Glu Tyr Thr V,! 



^r Lys III Al, v.l His Glu III M.t Gly He L.u HI Leu Pro s.r 



Lys Glu Al, Glu Arg Gly Glu Ph. Tyr cys Gly Tyr Gly L.u Trp Ph. 
Ill v,l Gin Asn His III L.u Thr V.l ser L.u II. Lys As„ Gly H. 
Glu II. Gin Lys til S.r Gin Glu Met H. s.r Gl„ G!n Tyr Arg Ph. 



Al. lie Leu lie Glu Lys s.r Asp Asn Arg II. Al, «1 Phe v,l G!u 
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Gin Al, ill Ph. He Leu Hi. III Asp Tyr L.u Pro S.r L.u Gly Asn 
Arg til Gly V,l II. He Gl„ Asp Leu Gin Gly Met S.r Asn He Al, 
iS ser Glu S.r II. "ly Al, Leu Arg »1 S.r cys L.u Al, V,l Pro 
Asp Al, Ph. L.u ill Glu Lys L.u Tyr Asp Gin Al, Al, II. Phe Tyr 
Arg Lys He HI Asp Ser Ph. Pro Gly Arg Lys Glu S.r Tyr Glu Al, 
Gin Ph. Arg L.u Gly V,l Thr L.u L.u Thr Gin He Glu Glu G!n Gly 
Gly Asp Leu Thr Gin Al, Leu s.r s.r Phe Asp Tyr L.u Hi. Gly Gly 

545 , „ , „„ rlil Tvr Leu Gly Lys Al, Leu V,l Tyr Gin Arg 

Ala Gly Ala Pro Leu Glu Tyr L,eu biy ^ 

Asn Gly S.r Phe III Glu Glu He Arg cys L.u Leu Phe Al. Leu Lys 
*rg Tyr s.r Si His Pro Glu II. Pro Arg Leu Glu Asp His Leu cys 

Phe Arg L.u Tyr Asp s.r Leu His Lys His Arg S.r Glu Al. L.u v.l 

615 



Ph. « Leu Leu He Leu Trp II. Al. Pro Glu Lys II. S.r V,l Arg 



625 630 
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Glu Glu Lys Arg Phe Leu Arg lie lie Tyr His Lys Gin Gin Ala Thr 

645 650 655 

Leu Phe Cys Gin Val Asp Lys Ala Pro Leu Gin Phe Arg Ser Ser Lys 

660 665 670 

Met Glu Leu Phe Leu Ser Phe Trp Thr Ala Phe Ser Leu Phe Leu Pro 

675 680 685 

Glu Leu Phe Arg Arg Ala Gly Glu Leu Arg Asp Tyr Gin Ala Leu Ala 

690 695 700 

Asp lie Phe Tyr Val Ala Gly Val Ser Gly Asn Arg Glu Ala Phe Met 
705 710 715 720 

Gin Phe Ser Thr Ala Leu Ala Asn Val Ser Asp Glu lie Thr Phe Pro 

725 730 735 

Glu Ser Leu His Asn Gin Lys Val Ala Glu Leu Met Phe Phe Val Lys 

740 745 750 

Gly Val Glu Ala Leu Arg Asn Lys Asp Tyr Gin Lys Ala Lys Lys Ala 

755 760 765 

Phe Met Gly Lys Thr Pro Phe Thr Leu Gin Leu Tyr Ala Leu Asp He 

770 775 780 

Phe His He Gin Ala Phe Leu Asp Glu Glu He Glu Ser Phe He Asp 
785 790 795 800 

Leu Leu Gin Ala He Tyr Asp Pro Ala Ser Glu Glu Glu Arg Asp His 

805 810 815 

He Leu Val Tyr He He Gin Thr His Leu Trp Asn Arg Asp Leu Glu 

820 825 830 

Arg Ala Tyr Lys Leu Leu Asn Asp Arg Phe Pro Leu Asp Glu Glu Leu 

835 840 845 

Ala Glu Tyr Ser Glu Ala Phe He Leu Trp Gly Cys Tyr Leu Ala Leu 

850 855 860 

Thr Gly Asp Arg Val Ala Val Lys Ala His Phe Ser Arg Cys Arg Tyr 
865 870 875 880 

Lys Tyr Gly Lys Ser Ala Leu He Gly Lys Cys Val Asp Gly Asp He 

885 890 895 

Phe Asp Tyr Leu Asp Asn Leu Val Trp Trp Glu Lys Lys Met Thr Leu 

900 905 910 

Phe Gin Ser Tyr Phe Leu Leu Arg Cys Leu Asn Glu Ser Pro Arg Arg 

915 920 925 

Tyr Glu Lys Tyr Arg Gin Ala Tyr Leu Ser Met Glu Asn Asn Phe Phe 
930 935 940 

Asp 
945 



(2) INFORMATIONS POUR LA SEQ ID NO: 134: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 133 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lin^air e 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 140335 140733 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 134: 

Pro Pro Leu Gly Asn Gin Ser Val He Cys Thr Gly Pro He Phe Leu 

1 5 10 15 

Glu He Cys Val Met Ser Ser He Ser Ser Pro Gly Asn He Gin His 
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25 30 



Pro Leu Pro Thr Thr Ala Ala Pro Asn Pro Pro oln Lys Thr oly Oly 
His Ser Asn Leu Leu Phe Val Leu Ala Leu Leu Pro Val He Oly Leu 
Oly val Ala lie Tyr Leu Cys Ala Arg Arg Ala Asn Tyr Trp Lys oly 
fsn Ala Ala He Ala Thr Ala Gly oly Leu oly Leu He Thr lie Ala 
A la Ala Leu Met Val Val He Thr Pro He He Phe Cys Leu Arg Tyr 
L eu ^r Oln Leu Leu Cys Oln Leu Pro Ala His cys cys Oly Ser ser 



115 

His Gin He Glu He 
130 



(2) INFORMATIONS POUR LA SEQ ID NO: 13 5: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 22 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE •- oui 

(viii, POSITION DANS LE GENOME : complement (141077 .. 141754) 
(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 135: 
L eu Oly Asn He Pro Leu Arg Leu Ala Ser Arg Oln Ser Ser Leu Ala 
Val Leu Oln Ala His Glu Cys Leu Arg Lys Leu Oln He Phe Phe Pro 
Arg Leu Trp fly Gin He He Thr Thr Thr Thr Oln Oly Asp Leu Asp 
Oln Glu Thr Pro Leu Cys Ala Val Glu Asn Thr Oly Phe Phe Thr Asp 
ASP val Asp Phe Leu Val oL Ser Oly Oln Cys Asp Leu Gly He His 
Sr Ala Lys Asp Leu Pro Glu Asn Pro Lys Ala Thr Val Val Ser He 
Ala ser lie Asp Pro Arg Asp lie Leu Val Phe His Glu Lys ^r 
L eu ser He Pro Leu Pro Arg Arg Leu Arg He Gly Ser ser Ser Val 
Ar g Arg Lys Glu Leu Leu Ser Leu Leu Tyr Pro Ser Ala He He Thr 
ASP He Arg Oly Thr He Gin Thr Arg Leu Lys Leu Leu Glu Glu Lys 
III Phe Asp Ala lie SS Met Ala Asn Ala Ala Val Ser Arg Leu Gly 
L eu Arg Leu Pro Cys Thr Lys He Leu Pro Pro Pro Tyr His Pro Leu 
Oln Gly Arg Leu Ala He Thr Ala Ser Arg His He Arg Ser Trp Arg 
Oly Leu pK Leu Thr Cys Gly He Thr Glu Asp Val Glu He Met Cys 
210 215 
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Phe Ser 
225 



(2) INFORMATIONS POUR LA SEQ ID NO : 13 6: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 454 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 1417 8 0 .. 143 141 ) 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 13 6: 

Met Thr Thr Lys lie Lys Thr Gin Trp Thr Cys Thr Glu Cys Gly Thr 

15 10 15 

His Ser Pro Lys Trp Leu Gly Gin Cys Ser Gly Cys Leu Gin Trp Asn 

20 25 30 

Thr Leu Val Glu Glu Arg Thr Ala Pro Lys Leu Asn Thr Ser Ser Tyr 

35 40 45 

Ser Ser Ser Ser Ser lie Pro lie Pro Leu Asn Asn Val Glu Phe Gin 

50 55 60 

Glu Glu lie Arg lie His Thr Gin Ala Gin Gly Trp Asn Arg Leu Leu 
65 70 75 80 

Gly Gly Gly Thr Val Arg Gly Ser Leu Ala Leu Leu Gly Gly Glu Pro 

85 90 95 

Gly lie Gly Lys Ser Thr Leu Leu Leu Gin lie Ser Ser Gin Phe Ala 

100 105 110 

Ala Ala Gly His Lys Val Leu Tyr Val Cys Gly Glu Glu Ser Val Ser 

115 120 125 

Gin Thr Ser Leu Arg Ala Gin Arg Leu Gin lie Ser Ser Asn Asn lie 

130 135 140 

Phe Leu Phe Pro Glu Thr Asn Leu Glu Asp lie Lys Gin Gin lie Asp 
145 150 155 160 

Asn lie Ala Pro Asp lie Leu Val lie Asp Ser lie Gin lie lie Phe 

165 170 175 

Ser Pro Ser Leu Ser Ser Ala Pro Gly Ser Val Ala Gin Val Arg Glu 

180 185 190 

Thr Thr Ala Glu Leu Met His lie Ala Lys Gin Lys Gin lie Thr Thr 

195 200 205 

Phe lie lie Gly His Val Thr Lys Ser Gly Glu lie Ala Gly Pro Arg 

210 215 220 

lie Leu Glu His Leu Val Asp Thr Val Leu Tyr Phe Glu Gly Asn Val 
225 230 235 240 

His Ala Asn Tyr Arg Met lie Arg Ser Val Lys Asn Arg Phe Gly Pro 

245 250 255 

Thr Asn Glu Leu Leu lie Leu Ser Met His Thr Asp Gly Leu Arg Glu 

260 265 270 

Val Glu Asn Pro Ser Gly Leu Phe Leu Gin Glu Lys lie Val Glu Thr 

275 280 285 

Thr Gly Ser Thr lie lie Pro lie Val Glu Gly Ser Glu Thr Leu Leu 

290 295 300 

Val Glu Val Gin Ala Leu Val Ser Ser Ser Pro Phe Ser Asn Pro Val 
305 310 315 320 

Arg Lys Thr Ser Gly Phe Asp Pro Asn Arg Phe Ser Leu Leu Leu Ala 
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325 330 335 



val Leu Glu Lys Arg Ala Asn He Lys Leu Tyr Thr Ser Asp Val Phe 



Le u ser He 111 Gly Oly l-u Lys lie Thr Gin Pro Ser Ala Asp Leu 



360 



365 



Oly Ala Val Leu Ser Val Val Ser Ser Leu Tyr Asn Arg Tyr Leu Pro 
Lys Asn Tyr Thr Tyr Thr Sy Glu He Gly Leu Gly Gly Glu He Arg 
X. Val Ser His Met Glu His Arg He Lys Glu Ser He He Met Gly 



Phe Lys Gly He Val Met Pro Phe Gly Gin He Lys Gly Leu Pro Lys 



Olu Phe Leu Asp Gin He Asp He He Gly Val Lys Thr He Lys Asp 

435 440 
Ala Val Arg Leu Leu Gin 
450 

(2) INFORMATIONS POUR LA SEQ ID NO: 137: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 234 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME : complement ( 143128 .. 143 829 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 137: 

Lys lie Val Met Gin His Thr Val Asp lie Gin Ala lie Glu Ser Lys 
Lu Asn Phe Thr Phe Ser His Pro Arg Leu Leu He Thr Ala Leu Thr 
His Pro ser £r Arg Asn Glu Phe Pro ser Ala Glu Glu Asp ser Glu 
Ar g Leu llu Phe Leu Gly Asp Tla Val Leu Gly Leu Val Val Thr Glu 
His Leu Phe Leu Leu Phe Pro Ala Leu Asn Glu Gly Leu Leu Ser Thr 
Tnr Arg Ala Ala Leu Val Asn Ala Glu Ala Cys Phe Glu Tyr Thr Gin 
Lys L eu ser Leu Gly Glu His Leu Leu lie Gly Arg Gly Glu Lys Met 
Oln Ser His Arg Gly Lys lie Ser Ala Tyr Ala Asn Leu Phe Glu Ala 
lie Leu III Ala Val Tyr Leu Asp Gly Gly Leu ser Pro Ala Arg Gin 
lie He Val Pro Leu Leu Pro Asp Lys Glu Ser He Leu Pro Leu Met 
III val Asn Pro Lys Asn Arg Leu Gin Gin Phe Thr Gin Gin Thr Leu 
Lys val Leu Pro Ser Tyr Lys Ala Leu Pro Trp Lys Ser Glu Asp Gly 

ser Pro Gly Tyr His Val Gin Val Phe Val Asn Gly Asp Leu Trp Gly 

195 200 
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Glu Gly Phe Ala Gly Ser Lys Lys Glu Ala Glu Lys Leu Ala Ala Lys 

210 215 220 

Gin Ala Leu Ser Thr His Asp Asn Lys Asn 
225 230 



(2) INFORMATIONS POUR LA SEQ ID NO: 138: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 157 acides amines 

<B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 143 923 1443 93 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 138: 



Val 


Ser 


Met 


Arg 


Ala 


Val 


Leu 


His 


Leu 


Glu 


His 


Lys 


Arg 


Tyr 


Phe 


Gin 


1 






5 










10 










15 




Asn 


His 


Gly 


His 


He 


Leu 


Phe 


Glu 


Gly 


Leu 


Ala 


Pro 


Val 


Ser 


Asp 


Cys 






20 










25 










30 






Lys 


Gin 


Leu 


Glu 


Ala 


Glu 


Leu 


Lys 


Leu 


Phe 


Leu 


Lys 


Glu 


Val 


Ala 


Val 




35 










40 










45 








Val 


Lys 


Asp 


Arg 


His 


Leu 


Gin 


Arg 


Trp 


Arg 


Glu 


Asn 


Val 


His 


Arg 


Thr 




50 










55 










60 










Leu 


Pro 


Gly 


Val 


Gin 


Met 


He 


Val 


Lys 


Arg 


Val 


Arg 


Leu 


Asp 


His 


Leu 


65 








70 










75 










80 


Ala 


Ala 


Glu 


Leu 


Thr 


His 


Arg 


Ser 


Arg 


Val 


Ala 


Leu 


Val 


Arg 


Asp 


Leu 










85 










90 










95 




Trp 


Val 


Gin 


Lys 


Gin 


Glu 


Glu 


He 


Leu 


Phe 


Asp 


Asp 


Cys 


Asp 


Cys 


Ser 






100 










105 










110 






Val 


Leu 


Leu 


Cys 


Leu 


Ser 


Gly 


GlU 


Lys 


Ala 


Gly 


Trp 


Gly 


Leu 


Phe 


Phe 






115 










120 










125 








Ser 


Gly 


Glu 


Tyr 


Pro 


Gin 


Asp 


Val 


Phe 


Asp 


Trp 


Gly 


Ala Gly 


Asp 


Thr 




130 










135 










140 










Ala 


He 


He 


Leu 


Arg 


Phe 


Ser 


Ser 


Ala 


Gly 


Phe 


Pro 


Asn 









145 150 155 



(2) INFORMATIONS POUR LA SEQ ID NO: 13 9.: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 583 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 144578 146326 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 139: 

Met Phe Asp Pro Gin Thr Ala Lys Asn He Leu Ser Trp Leu Glu Asp 

1 5 .10 IB 

Val Val Cys Asp His Thr Ser Val Leu Thr Leu Leu Asp Asn Asp Pro 
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Olu Arg Leu Arg Glu Leu Phe Ser Glu Thr Leu Thr Phe Oly Thr Ala 



30 



40 



Oly Leu Arg oly Leu Met oly He Oly Thr Asn Arg Leu Asn Val Phe 
Thr Tie Arg Arg Ala Thr Gin oly Leu Ala Arg Val Leu Lys Arg Arg 
Tyr Pro Asp Glu Lys Tie ser Val Val lie oly Tyr Asp Thr Arg His 
Asp ser Phe Glu Phe Gly Gin Glu Thr Ala Lys Val Leu Ala Gly Asn 



85 

Oly lie Leu III Tyr Leu Phe Gin Tie Pro Glu Pro Leu Ala Leu Val 
Ser Tyr III Val Arg Glu Leu Oil Ala Lys Ala Gly Val Met He Thr 



135 



Aia III His Asn Pro Pro Ala Tyr Asn Gly Tyr Lys Val Tyr Met Ser 



Thr Gly Gly Gin Val III Pro Pro Met Asp 8'ln Glu He Met Glu Glu 



165 170 



Phe Gin Lys Val Glu Met Val Ser Ala Val Glu Ser Leu Asp His Pro 

lob 



Tyr lie Arg H.l He Gin Glu Asp Met Glu Asn Tyr Tyr Glu Glu Thr 



Leu His Lys Leu Gin Leu Cys Olu Glu Asp Asn Arg Arg His Gly Ser 



200 



215 



L .u «, II. ser Tyr ser Pro Leu His Gly Thr Gly V»l Thr H.t 
III Pro «, IX. Leu Lys ASP Trp Gly Phe ser ser Val ser L.u «1 

Olu Lys Gin Met Val Pro Asp Gly Asp Phe Pro Thr Val Val Leu Pro 



Asn Pro Glu Asp Pro Glu Ala Leu OTl Leu Gly He Gin Gin Met Val 



Glu Gin Lys Asp Asp Leu Phe Til Ala Thr Asp Pro Asp Ser Asp Arg 



280 



295 



Xle Gly Val Val Ser Leu Glu Lys Glu Gly Pro Tyr Arg Phe Asn Gly 



III Gin He Ala Cys III Leu Ala Ala His Tie Leu Ser Lys Glu Ser 
Oln Lys Ala Pro III Gly Ala Glu ajp Lys Val Val Lys Ser Leu Val 



Thr Thr Glu III Leu Thr Ala He Ser Glu Ser Tyr Gly Ala Asn He 



Val Asn Val Gly Ala Gly Phe Lys Tyr He Gly Glu Lys He Glu Leu 



360 



375 



380 



Trp Arg ser Gly Met Glu Arg Phe He Phe oly Ala Glu Glu Ser Tyr 



III Tyr Leu Tyr Gly ser Tyr Val Glu Asp Lys Asp Ala Met He Ala 



Aia Val Leu He Ser Glu Ala Ala Leu Oln Gin Lys He Arg Gly Cys 



410 



Thr Leu Arg Asp Ala Leu Leu Glu Leu Tyr Glu Val Tyr Gly Tyr Tyr 



425 



440 



445 



Ala Asn Arg Thr Glu Ser He Asp Leu Pro He Asp Gin Pro Gin Arg 
Lys Oil Glu Leu Leu Asp Arg Trp Glu Thr Gin Asp Pro Leu Arg Met 

Ser Leu ser Ser Arg Lys Leu He Ala Phe Glu Asn Tyr Asn Thr Gly 

485 490 



924 



Glu 


Gly 


Arg 


Asp 


Leu 


Val 


Thr 


Asp 








500 










Lys 


Met 


Ser 


Met 


Leu 


Cys 


Phe 


Tyr 






515 










520 


Val 


Arg 


Pro 


Ser 


Gly 


Thr 


Glu 


Pro 




530 










535 




Lys 


Gin 


Ser 


Phe 


Ser 


Glu 


Phe 


Ser 


545 










550 






Arg 


Glu 


Lys 


Glu 


Ser 


Phe 


Glu 


Ala 










565 








Lys 


Ser 


His 


Leu 


Phe 


Tyr 


Ser 





580 



He 


Thr 


Tyr 


Lys 


Leu 


Ser 


Leu 


Pro 


505 










510 






Tyr 


Glu 


Gly Asp 


Cys 


Arg 


Val 


He 










525 








Lys 


Met 


Lys 


Leu 
540 


Tyr 


Phe 


Glu 


He 


Lys 


Glu 


Arg 


Thr "Val 


Arg 


Glu 


Ala 






555 










560 


Leu 


Gin 
570 


Gin 


Phe 


He 


Lys 


Glu 
575 


Thr 



(2) INFORMATIONS POUR LA SEQ ID NO: 140: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 222 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME: 146413 147 078 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 140: 



Lys 


He 


Glu 


Lys 


Val 


Ala 


Arg 


He 


Val 


Thr 


Leu 


Phe 


Phe 


Arg 


Met 


Ala 


1 








5 










10 










15 




Met 


Val 


Phe 


Ser 


Ser 


Tyr 


Met 


Leu 


Pro 


Ala 


Leu 


Pro 


Tyr 


Asp 


Tyr 


Asp 








20 










25 










30 






Ala 


Leu 


Glu 


Pro 


Val 


He 


Ser 


Ala 


Glu 


He 


Met 


Gin 


Leu 


His 


His 


Gin 






35 










40 










45 








Lys 


His 


His 


Gin 


Gly 


Tyr 


He 


Asn 


Asn 


Leu 


Asn 


Glu 


Ala 


Leu 


Lys 


Ser 


50 










55 










60 










Leu 


Asp 


Val 


Ala 


Asn 


Ala 


Thr 


Gin 


Asp 


Leu 


Thr 


Arg 


Leu 


He 


Ala 


He 


65 








70 










75 










80 


Asn 


Pro 


Ala 


Leu 


Arg 


Phe 


Asn 


Gly 


Gly 


Gly 


His 


He 


Asn 


His 


Ser 


Leu 










85 










90 










95 




Phe 


Trp 


Glu 


Met 


Leu 


Ala 


Pro 


Gin 


Gly 


Lys 


Gly 


Gly 


Gly Val 


Pro 


Pro 






100 










105 










110 






Arg 


His 


Glu 


Leu 


Leu 


Lys 


Leu 


He 


Glu 


Lys 


Phe 


Trp 


Gly 


Ser 


Phe 


Asp 




115 










120 










125 








Ser 


Phe 


Leu 


Lys 


Asn 


Phe 


He 


Ala 


Ser 


Ser 


Ala 


Ala 


Val 


Gin 


Gly 


Ser 




130 








135 










140 










Gly 


Trp 


Gly 


Trp 


Leu 


Ala 


Phe 


Cys 


Pro 


Lys 


Lys 


Gin 


Glu 


Phe 


Val 


Val 


145 










150 










155 










160 


Gin 


Thr 


Thr 


Ala 


Asn 


Gin 


Asp 


Pro 


Leu 


Glu 


Ala 


Thr 


Thr 


Gly Met 


He 










165 










170 










175 




Pro 


Leu 


Pro 


Gly 


Val 


Asp 


Val 


Trp 


Glu 


His 


Ala 


Tyr 


Tyr 


Leu 


Gin 


Tyr 








180 










185 










190 






Lys 


Asn 


Val 


Arg 


He 


Asp 


Tyr 


Leu 


Lys 


Ser 


Phe 


Pro 


Ser 


He 


He 


Asn 




195 










200 










205 








Trp 


Asp 


Tyr 


He 


Glu 


Asn 


Arg 


Phe 


Val 


Glu 


Met 


Ser 


Lys 


Gin 






210 










215 










220 











(2) INFORMATIONS POUR LA SEQ ID NO: 141: 



925 



(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 312 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

( V iii) POSITION DANS LE GENOME : 147140 .. 148075 

( Xi ) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 141: 

Glu Asp Gly Phe Val Arg Leu Phe Ser Tyr Asp Lys Pro Lys lie Lys 

Val Gin Lys He Lys Ala Asp Gly Phe Ser Gly Trp Leu Lys Cys Thr 

His cys ser llu Met lie His Ala Asn olu Leu Gly Gin Asn Phe Asn 

Cys cys Pro Lys Cys Ser Tyr His Tyr Ar g lie Ser Val Ser 

II. 2a Leu Leu Ala Asp Lys Asp Ser Trp Asn Pro Leu Phe Ser Asp 

feu Arg Ser Gin Asp Pro Leu Asn Phe Val Asp Thr Asp Thr Tyr Pro 

Asn Arg Leu olu Lys Ala Ar g Lys Asp Asn Pro Asp Ser olu Oly val 

100 ™. „. ser Tvr Pro Val Ala Leu Ala val 

Leu Val Gly Ala cys Thr lie Gly Set Tyr pr ^ 

115 ,_ „ * »i» rlv ser Met oly Ala Val val Gly Glu 

Met Asp Ph. ser Phe Met Ala Gly ser Met y ^ 

Ly s Leu Thr Ar 9 ,.u He Glu Lys Al, ,1. Asp ser Ar g Leu Pro val 
III II. val ser Ala III «y Gly Ala Ar ? Met Gin Glu Ser val Phe 
ser Leu Met Gl„ Met Ala Ly. Thr ser Al, Ala Leu Al, Lys Leu His 
Glu Al, Lys III Pro Tyr He Ser V,l Leu Thr Asn Pro Thr ser Gly 
Gly V.1 Tnr Ala ser Ph. Ala s.r Leu Gly Asp Val He xle Al, Glu 
Pro Lys Al, Leu He cys IL Al. G!y Pro Are V.l va! ser Gin val 
III Gly Glu Asp L.u III G!u Oly Al. Gin Lys S.r G!u Ph. L.u L.u 
Glu His Gly M.t III Asp Lys v,l val Glu Ar 3 Ly. Gin L.u Lys Thr 
« Leu Glu III Leu L.u ser Phe Phe ser cys cln Ala Tyr s.r Gly 
oly Lys Oly Asn cys Pro Ar ? Asp IX. Ser Lys Thr He Lys Glu He 



290 

305 



Phe Leu Leu Thr Asp Asp Asn Lys 

310 



(2) INFORMATIONS POUR LA SEQ ID NO: 142: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 145 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 148115 .. 148549 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 142: 



Met 


Lys 


Phe 


Phe 


Cys 


Lys 


Leu 


Glu 


Ser 


Gly 


Ser 


Ser 


Leu 


Pro 


Glu 


Tyr 


1 






5 










10 










15 




Ala 


Thr 


Ser 


Gly 


Ala 


Ser 


Gly 


Ala 


Asp 


Val 


Arg 


Ala 


Asn 


He 


Asn 


Glu 








20 










25 










30 






Pro 


He 


Ala 


He 


Leu 


Pro 


Gly 


Gin 


Arg 


Ala 


Leu 


He 


Pro 


Thr 


Gly 


He 






35 










40 










45 








Ser 


Val 


Glu 


He 


Pro 


His 


Gly 


Tyr 


Glu 


He 


Gin 


Val 


Arg 


Ser 


Arg 


Ser 




50 










55 










60 










Gly 


Leu 


Ala 


Ser 


Lys 


Tyr 


Gly 


Val 


He 


Val 


Leu 


Gin 


Ser 


Pro 


Gly 


Thr 


65 










70 










75 










80 


Val 


Asp 


Ala 


Asp 


Tyr 


Arg 


Gly 


Glu 


He 


Arg 


Val 


He 


Leu 


Ala 


Asn 


Leu 








85 










90 










95 




Gly 


Glu 


Xaa 


Thr 


Phe 


He 


Val 


Glu 


Pro 


Gly 


Met 


Arg 


He 


Ala 


Gin 


Leu 






100 










105 










110 






Val 


Val 


Ala 


Lys 


Val 


Glu 


Gin 


Val 


Ser 


Phe 


Val 


Glu 


Thr 


Gin 


Glu 


Glu 






115 








120 










125 








Leu 


Thr 


Ala 


Thr 


Ala 


Arg 


Gly 


Thr 


Gly Gly 


Phe 


Gly 


His 


Thr 


Gly 


Glu 



130 135 140 



Cys 
145 



(2) INFORMATIONS POUR LA SEQ ID NO: 143: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 158 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: 148554 14 9 027 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 143: 



Met 


Thr 


Cys 


Val 


Ala 


Asp 


His 


Lys 


Gin 


Ala 


Val 


Thr 


Leu 


Ser 


Ser 


Leu 


1 






5 










10 










15 




Leu 


Ser 


Ser 


Asp 


Leu 


He 


Thr 


Phe 


Leu 


His 


Ser 


Asp 


Thr 


Arg 


Glu 


Asp 








20 










25 










30 






He 


Leu 


Phe 


Glu 


Leu 


Ser 


Glu 


Leu 


Ala 


Ala 


Arg 


Ala 


Gly 


Leu 


Leu 


Glu 






35 










40 










45 








Asp 


Arg 


Glu 


Ala 


Phe 


Phe 


Arg 


Ala 


Leu 


Leu 


Ala 


Arg 


Glu 


Asn 


He 


Met 


50 










55 










60 










Ser 


Thr 


Gly 


He 


Gly 


Met 


Gly 


Val 


Ala 


He 


Pro 


His 


Gly 


Lys 


He 


Asp 


65 








70 










75 










80 


Gly 


Ser 


Ala 


Asp 


Phe 


Phe 


He 


Ala 


Leu 


Gly 


He 


His 


Ser 


Glu 


Gly 


He 








85 










90 










95 




Leu 


Trp 


Asp 


Ala 


He 


Asp 


Gly 


Leu 


Ser 


Val 


Arg 


Leu 


Val 


Phe 


Leu 


He 



927 



105 110 
Gl y Gly Pro ser « M« « «J W ^ »" S ^ 

L .u Tfcr "in «: « «, MP «« S « G1 ° L8U «« G1 " 

val "in Thr V,! Glu Glu Hi M.t s.r VI Ph. ser Gly V.l 

1 c;n J-- 33 



145 150 



(2) INFORMATIONS POUR LA SEQ ID NO: 144: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 102 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vii i) POSITION DANS LE GENOME: 149 000 .. 1493 05 
(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 144: 
Arg Ser lyr Glu Cys Phe Phe Ar g Ser Leu Val Met Asp Leu Ar g Leu 
Lp Gin Leu Ala Val Leu Leu Asp Val Ala Glu Asp Ser lie Ar 9 Gin 
Trp val ser Cys Gly Gly He Pro Ser Tyr Thr lie Asn Asp Glu Leu 
Ar 9 Phe Asn Ar. Glu Glu Val Glu Asp Trp Leu lie His Asn His Gly 
Val Tie Pro Asp Glu Lys Arg Glu Glu Lys Gly Glu Ser Lys Asp Leu 
£r Leu Arg Tyr Ser leu Tyr Arg Ala Xaa Tyr Xaa Gly Arg Gly Ser 



85 

Lys Lys cys Ser Cys Arg 
100 



(2) INFORMATIONS POUR LA SEQ ID NO: 145: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 160 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 149229.-149708 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 145: 
Pro Ar 9 He cys His Leu Asp He Ala Tyr He Glu Xaa Phe lie Xaa 
Gly oly val Leu Lys Asn Val Leu Val Asp Ser Lys Glu Gly Ala Leu 
Ar g Tyr Ala 2a His Tyr He Ala Asn Lys Phe Glu Leu Asp Pro Val 
35 40 
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Val 


Leu 
50 


Phe 


Glu 


Met 


Leu 


Met 
55 


His 


Arg 


Glu 


Ser 


Leu 
60 


Met 


Ser 


Thr 


Gly 


He 


Gly 


Glu 


Gly 


He 


Ala 


Leu 


Pro 


His 


Ala 


Lys 


Asp 


Phe 


Leu 


He 


Asn 


65 








70 










75 










80 


Val 


Gly 


Tyr 


Asp 


He 


He 


Val 


Pro 


Val 


Phe 


Leu 


Ser 


Gin 


Ser 


He 


Glu 








85 










90 










95 




Tyr 


Gly 


Ala 


Leu 


Asp 


Gly 


Lys 


Pro 


Val 


Asp 


Thr 


Leu 


Phe 


Phe 


Leu 


Phe 




100 










105 










110 






Ala 


Asn 


Gin 
115 


Asp 


Arg 


Asn 


His 


Leu 
120 


Asn 


Leu 


Val 


Asn 


Lys 
125 


He 


Val 


His 


Leu 


Gly 
130 


Met 


Ser 


He 


Gin 


Ala 
135 


Arg 


Leu 


Phe 


Leu 


Lys 
140 


Glu 


His 


Pro 


Asp 


Gin 


Pro 


Gin 


Leu 


Leu 


Ala 


Phe 


Val 


Lys 


Asn 


Trp 


Glu 


Ala 


Gin 


He 


His 


145 










150 










155 










160 



(2) INFORMATIONS POUR LA SEQ ID NO : 14 6: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 4 00 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 14 97 12 .. 1509 11 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 14 6: 

Val He Asn Lys Lys Arg He Val Arg Pro Ser Cys Glu Lys Ser Phe 

15 10 15 

Asn Val Ala Met Val He Pro Lys Val Asp Leu Gly Glu Ser Ala Val 

20 25 30 

Met Leu Gly Tyr Lys Leu Thr Ser Gin Leu Ala Met Leu Ser He Leu 

35 40 45 

Leu Thr Phe Thr His Thr Met Gly His Ala Ser Gin Met Ser Gin Thr 

50 55 60 

Leu Pro Thr He Met Glu Ala Gin Ala Glu Glu Ala Leu Gin Ala Asp 
65 70 75 80 

Arg Gly Val Ser Gly Gin Ala Leu Lys Lys Leu Arg Lys Lys Arg Cys 

85 90 95 

Ala Ser Arg Lys Ser Ala Trp Lys Ala Ser Phe Glu Lys Lys Asp Phe 

100 105 HO 

Phe Ser Cys He Thr Asn Gly Leu Phe Ser Arg Asn His Glu Gin Arg 

115 120 125 

Leu Thr Ala Lys Lys Glu Asn Lys Ala Arg Gly Lys Glu Pro Arg Val 

130 135 140 

Val Val Gin Thr Thr Lys Lys Arg Gin Thr Thr Gin Ser Glu Lys Glu 
145 150 155 160 

Phe Phe Asp Trp Leu Cys Asn Ser Lys Arg Asp Asp Lys Arg Lys Leu 

165 170 175 

Leu Lys Lys Lys Pro Val Asn Thr Ser Leu Ala Lys Ser Glu Glu Leu 

180 185 190 

Ser Pro Lys Glu Ala Ala He Ala Ala Ala Arg Ala Ser Leu Ser Pro 

195 200 205 

Glu Glu Lys Arg Gin Leu He Arg Glu Trp Leu Ala Glu Glu Lys Thr 

210 215 220 

Ala Arg Lys Ser Gly Arg Ala Ala Cys Ala Val Ser Glu Asn Leu Lys 
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„c 240 
230 23b 



III Asp cly ser lie » Thr « A |? «. Asp Glu ,1a 

L eu Thr Thr Ar 3 vll ,y, Ar 0 «. «« — ser «1 A,» «a *» M- 

«. cm « 9 S£ - « «» & «»■ «*■ A1 » 3S ™ Glu Ly " 

Pr(1 oi u s w «« "» «* «« vai Ali Rla pto *" 

W s III Al» Hi. w. «« P« «« «- W J; "» to * r "* £ 
S£ Asn A,„ Thr Asn v" Met ser Tyr Lj« Asn M. His oln Tyr Ar 9 
cys Asp ser ser III Thr Asp Trp Pro cys ser ser cys «1 Thr Ly. 
Ar g «, Ala Asn Ph. oly .1. ~ v,l cys Thr Het v.l v»l Thr v al 
„. Al, «« lie «1 cly JO. V.1 lie II. Ser Asn Al. Thr Asp ser 
Thr vl°i Al» Oly ser ser "ly Thr Oly Gly oly Oly ser Thr Gin Pro 

■3 Q n 3 3 3 



385 



(2) INFORMATIONS POUR LA SEQ ID NO: 147: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 347 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

( viii, POSITION DANS LE GENOME : complement ( 151004 .. 152044 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 147: 
As p Ala Thr Lys He Arg Trp Cys Phe Phe Pro Oln Ser Asn Thr Leu 
ser His Ala Ser Arg Thr Leu Tyr Thr Val Leu Lys Val Ala Leu Ser 
Leu Gly val Leu Ala Oly Val Ala Thr Leu Val Val Phe Leu Pro Pro 
Ser Leu Pro Phe lie Ala Val He Gly Val Ser Ser Leu Ala Leu Gly 
Met A°ia ser Phe Leu Met fie Arg Gly He Lys Tyr Leu Leu Glu His 
IL Pro Leu Asn Arg Lys Gin Leu Ala Lys Asp He Gin Lys Thr He 
ser pro Asp Val Trp Ala Ser Met Val His ^ Gin His Gin Leu Leu 
Ser His Leu III Glu Thr Leu Leu Asp Glu Ala He Thr Ala Arg Trp 
Gly Glu Pro Phe Phe He Glu III Ala Asn Leu Lys Ala Lys lie Glu 
ASP Leu T*r Lys Gin Tyr Asp He Leu Asn Ala Ala Phe Asn Lys Ser 
III Gin Gin Asp Glu Ma Leu Arg Ser Gin Val Glu Lys Arg Ala Tyr 

1£C X I U 



930 



Leu 


Phe 


Pro 


He 
180 


Pro 


Asn 


Asn 


Asp 


GlU 
185 


Asn 


Ala 


Lys 


Thr 


Lys 
iy u 


Glu 


Ser 


Gin 


Leu 


Leu 
195 


Asp 


Ser 


Glu 


Asn 


Asp 
200 


Ser 


Asn 


Ser 


Glu 


Phe 
205 


Gin 


Glu 


He 


He 


Asn 


Lys 


Gly 


Leu 


Glu 


Ala 


Ala 


Asn 


Lys 


Arg 


Arg 


Ala 


Asp 


Ala 


Lys 




210 








215 










220 










Ser 


Lys 


Phe 


Tyr 


Thr 


GlU 


Asp 


Glu 


Thr 


Ser 


Asp 


Lys 


Lys 


Phe 


Ser 


lie 


225 








230 










235 










"i A ft 


Trp 


Lys 


Pro 


Thr 


Lys 


Asn 


Leu 


Ala 


Leu 


Glu 


Asp 


Leu 


Trp 


Arg 


Val 


His 






245 










250 










255 




Asp 


Glu 


Ala 


Cys 


Asn 


Glu 


Glu 


Gin 


Gin 


Ala 


Leu 


Leu 


Leu 


Glu 


Asp 


Tyr 






260 










265 










270 






Met 


Ser 


Tyr 
275 


Lys 


Thr 


Ser 


Glu 


Cys 
280 


Gin 


Ala 


Ala 


Leu 


Gin 
285 


Lys 


Val 


Ser 


Gin 


Glu 
290 


Leu 


Lys 


Ala 


Ala 


Gin 
295 


Lys 


Ser 


Phe 


Pro 


Val 
3 00 


Leu 


Glu 


Lys 


His 


Ala 


Leu 


Asp 


Arg 


Ser 


Tyr 


Glu 


Ser 


Ser 


Leu 


Thr 


Met 


Met 


Asp 


Leu 


Ala 


305 








310 










315 










320 


Arg 


Ala 


Asn 


Gin 


Glu 


Thr 


His 


Arg 


Leu 


Leu 


Asn 


He 


Leu 


Ser 


Glu 


Leu 








325 










330 










335 




Gin 


Gin 


Leu 


Ala 
340 


Gin 


Tyr 


Leu 


Leu 


Asp 
345 


Asn 


His 













(2) INFORMATIONS POUR LA SEQ ID NO: 148': 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 222 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 1519 9 9 152 664 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 148: 



His 


Thr 


Pro 


Lys 


Thr 


Phe 


Pro 


Leu 


Lys 


Val 


His 


His 


Ser 


Phe 


Ser 


Asp 


1 






5 










10 










15 




Lys 


His 


Pro 


Gin 


He 


Ala 


Lys 


Ala 


Met 


Trp 


He 


Thr 


Gly 


He 


Ala 


Leu 






20 










25 










30 






Ala 


Ala 


Leu 


Ser 


Leu 


Leu 


Ala 


Val 


Val 


Ala 


Cys 


Val 


He 


Ala 


Val 


Ser 






35 










40 










45 








Ala 


Gly 


Gly 


Ala 


Ala 


He 


Pro 


Leu 


Thr 


Val 


Val 


Gly 


Gly 


He 


Ala 


Ala 




50 










55 










60 










Met 


Ser 


Gly 


Leu 


Leu 


Ser 


Ala 


Ala 


Thr 


He 


He 


Cys 


Ser 


Ala 


Lys 


Lys 


65 








70 










75 










80 


Ala 


Leu 


Ala 


Gin 


Arg 


Lys 


Gin 


Lys 


Gin 


Leu 


Glu 


Ala 


Ser 


Leu 


Pro 


Leu 










85 










90 










95 




Asp 


Asn 


Ala 


Thr 


Glu 


His 


Val 


Asn 


Tyr 


Leu 


Thr 


Ser 


Asp 


Thr 


Pro 


Tyr 






100 










105 










110 






Phe 


Asn 


Gin 


Trp 


Glu 


Ser 


Leu 


Asp 


Ala 


Leu 


Asn 


Lys 


Gin 


Leu 


Ser 


Gin 






115 










120 










125 








He 


Asp 


Leu 


Thr 


He 


Gin 


Ala 


Pro 


Glu 


Lys 


Lys 


Leu 


Leu 


Lys 


Glu 


Val 




130 










135 










140 










Leu 


Gly 


Ser 


Arg 


Tyr 


Asp 


Ser 


He 


Asn 


His 


Ser 


He 


Glu 


Glu 


He 


Ser 


145 








150 










155 








His 


160 


Asp 


Arg 


Phe 


Thr 




Met 


Leu 


Ser 


Leu 


Leu Arg 


Leu 


Arg 


Glu 


Phe 



931 



165 170 175 



^ Arg oiy oi« Glu Arg Tyr Thr Pro Tyr Leu Thr Pro Pro Leu Leu 
Lys L ys Asn Arg Leu Leu XI. Oln XI. - *~ ^ XI. Arg Met 

L eu Pro Lys Phe Gly Gly Val Phe Ser Leu Lys Ala Xle His 



210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 149: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 151 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(Viii) POSITION DANS LE GENOME: 152900 .. 153352 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 149: 

^ L ys Ala Phe Ser Gly Phe He Val Arg Lys Thr Val He Val Ala 
Met Ser Gly Gly Val Asp Ser Ser Val Val Ala Tyr Leu Leu Lys Lys 
Oln Gly Glu Tyr Asn Val Val Gly Leu Phe Met Lys Asn Trp Gly olu 
Oln Asp Glu Asn Gly Glu Cys Thr Ala Thr Lys Asp Phe Arg Asp Val 
Olu Arg He Ala Glu Gin Leu Ser He Pro Tyr Tyr Thr Val Ser Phe 
fer Lys Glu Tyr Lys gJu Arg Val Phe Ser Arg Phe Leu Arg Glu Tyr 
Ma Asn Gly Tyr Thr Pro A sn Pro Asp Val Leu Cys Asn Arg Glu Xle 
Lys Phe Asp Leu Leu Gin Lys Lys Val Leu Glu Leu Lys Gly Asp Phe 
L eu Ala Thr Gly His Tyr cys Arg Gly Gly Ala Asp Gly Thr Gly Phe 



130 

Val Gin Arg Lys Arg Pro Gin 
145 150 



(2) INFORMATIONS POUR LA SEQ ID NO: 150: 

(i ) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 203 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : 1533 89 153 9 97 
(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 150: 
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Asp 


Ala 


Leu 


Ser 


Asn 


Val 


Leu 


Phe 


Pro 


Leu 


Gly Gly Met 


Tyr 


Lys 


Thr 


1 








5 










10 










15 




Glu 


Val 


Arg 


Arg 


He 


Ala 


Gin 


Glu 


Ala 


Gly 


Leu 


Ala 


Thr 


Ala 


Thr 


Lys 








20 










25 










30 






Lys 


Asp 


Ser 


Thr 


Gly 


He 


Cys 


Phe 


He 


Gly 


Lys 


Arg 


Pro 


Phe 


Lys 


Ser 




35 










40 










45 








Phe 


Leu 


Glu 


Gin 


Phe 


Val 


Ala 


Asp 


Ser 


Pro 


Gly 


Asp 


He 


He 


Asp 


Phe 




50 










55 










60 










Asp 


Thr 


Gin 


Gin 


Val 


Val 


Gly 


Arg 


His 


Glu 


Gly Ala 


His 


Tyr 


Tyr 


Thr 


65 










70 










75 










80 


He 


Gly 


Gin 


Arg 


Arg 


Gly 


Leu 


Asn 


He 


Gly Gly Met 


Glu 


Lys 


Pro 


Cys 










85 










90 










95 




Tyr 


Val 


Leu 


Ser 


Lys 


Asn 


Met 


Glu 


Lys 


Asn 


He 


Val 


Tyr 


He 


Val 


Arg 






100 










105 










110 






Gly Glu 


Asp 


His 


Pro 


Leu 


Leu 


Tyr 


Arg 


Gin 


Glu 


Leu 


Leu 


Ala 


Lys 


Glu 






115 










120 










125 








Leu 


Asn 


Trp 


Phe 


Val 


Pro 


Leu 


Gin 


Glu 


Pro 


Met 


He 


Cys 


Ser 


Ala 


Lys 




130 










135 










140 










Val 


Arg 


Tyr 


Arg 


Ser 


Pro 


Asp 


Glu 


Lys 


Cys 


Ser 


Val 


Tyr 


Pro 


Leu 


Glu 


145 










150 










155 










160 


Asp 


Gly 


Thr 


Val 


Lys 


Val 


He 


Phe 


Asp 


Val 


Pro 


Val 


Lys 


Ala 


Val 


Thr 






165 










170 










175 




Pro 


Gly 


Gin 


Thr 


Val 


Ala 


Phe 


Tyr 


Gin 


Gly Asp 


He 


Cys 


Leu 


Gly 


Gly 






180 










185 










190 






Gly 


Val 


He 


Glu 


Val 


Pro 


Met 


He 


His 


Gin 


Leu 














195 










200 



















(2) INFORMATIONS POUR LA SEQ ID NO: 151: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 431 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement { 153 984 15527 6 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 151: 

Ser Trp Ser Ser Cys Thr Ser Gin Tyr Asp Gly Thr Thr Ser Asp Leu 

15 10 15 

Met Arg Leu Glu Ala Glu He Glu Lys Thr Lys Gin Ala Lys Glu Gin 

20 25 30 

Ala He Gly Thr Gin Glu Tyr Glu Lys Ala Ala Ser Leu Arg Asp Glu 

35 40 45 

Glu Lys Lys Leu Arg Glu Lys Leu Gly Asn Met Lys Gin Gin Trp Glu 

50 55 60 

Ser Asn Lys Glu Glu His Gin Val Pro Val Asp Glu Glu Ala Val Ala 
65 70 75 80 

Gin Val Val Ser Val Gin Thr Gly He Pro Ala Ala Arg Leu Thr Glu 

85 90 95 

Ala Glu Ser Glu Lys Leu Leu Thr Leu Glu Thr Thr Leu Gin Lys Lys 

100 105 HO 

Val He Gly Gin Ser Gin Ala Val Ala Ser He Cys Arg Ala He Arg 

115 120 125 

Arg Ser Arg Thr Gly He Lys Asp Pro Asn Arg Pro Met Gly Ser Phe 
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L.u Leu oly Pro Thr "ly VI OXy Lys Thr Leu Leu Al. GX„ OL. 
!!. Ala IXe olu Met Ph. oly oly olu Asp «« «» »* 
M .t s.r olu Tyr Met olu Ly. Phe Al, AX, Thr Lys Met oly s.r 

Pro Pro oly V,X Oly His Olu olu oly oly His Leu Thr CXu «. 

v,x « i£ ™ « ^ 5s - i - ph - $5 Glu 118 Glu Lys 

M. S" » Asp XX. M.t Asp L.u Met Leu O-Xn XXe L.u olu olh OXy 
2| L.u Thr Asp ser P„e oly Ar g Lys IX. Asp Phe Arg Ash Thr He 
1X . lie M.t Thr Ser Asn L.u OXy Ala Asp Leu xle Ar a Lys s.r Oly 
Olu Xle OXy In. OXy Leu A„ Ser His Met Asp Tyr AX, V,I XX. Lys 
olu Lys III Asp Al, Ala vaX Lys Lys His Leu Lys Pro OXu Phe II. 
AS„ III L.u Asp Olu s.r val II. Ph. Lys Pro L.u OXU Lys olu Ala 
Leu s.r Olu IX. IX. HU Leu olu II. Asn Lys L.u Oly S.r «, L.u 
ol„ Ash Tyr olr. Met Asp L.u Asn IX. Pro Asp s.r VaX Xle ser Ph. 
Leu val Thr Lys Oly His s.r Pro olu Met OXy AX, Ar f Pro Leu Ars 
m V.1 vS Olu ol„ Tyr Leu olu Asp Pro Leu Al, olu Met L.u L.u 
Lys IZ ser Cy. Ar fl 01„ olu Al, Ar 0 Lys L.u Ara Al, Ar g L.u Thr 
III Olu Ar g v.1 V.1 P« Olu Ar 3 Olu OXu OXU Al, v.1 s.r „. Leu 
A1 , II. Olu Oly ASP Oly s.r olu pro XI. Thr Al, Asp olu s.r 



420 425 



(2) INFORMATIONS POUR LA SEQ ID NO: 152: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 438 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement (155231 .. 156544) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 152: 
Met Phe Glu Lys Pne Tnr Asn Arg Ala Lys Gin Val lie Lys Leu Ala 
Lys L ys Glu Ala Gin Ar 9 Leu Asn His Asn Tyr Leu Gly Thr Glu His 
Ile Leu Leu lly Leu Leu Lys Leu Gly Gin Gly Val Ala Val Asn Val 
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Leu Arg Thr Leu Gly Val.Asp Phe Asp Thr Ala Lys His Glu Val Glu 

50 55 60 

Arg Leu He Gly Tyr Gly Pro Glu He Gin Val Tyr Gly Asp Pro Ala 
65 70 75 80 

Leu Thr Gly Arg Val Lys Lys Ser Phe Glu Ser Ala Asn Glu Glu Ala 

85 90 95 

Ala Leu Leu Glu His Asn Tyr Val Gly Thr Glu His Leu Leu Leu Gly 

100 105 HO 

He Leu Asn Gin Ser Asp Gly Val Ala Leu Gin Val Leu Glu Asn Leu 

115 120 125 

His Val Asp Pro Lys Glu He Arg Lys Glu He Leu Lys Glu Leu Glu 

130 135 140 

Thr Phe Asn Leu Gin Leu Pro Pro Ser Ser Ser He Thr Pro Arg Asn 
145 150 155 160 

Thr Asn Ser Ser Ser Ser Ser Lys Ser Ser Ser Pro Leu Gly Gly His 

165 170 175 

Thr Leu Gly Gly Asp Lys Pro Glu Lys Leu Ser Ala Leu Lys Ala Tyr 

180 185 190 

Gly Tyr Asp Leu Thr Glu Met Phe Lys Glu Ser Arg Leu Asp Pro Val 

195 200 205 

He Gly Arg Ser Ala Glu Val Glu Arg Leu He Leu He Leu Cys Arg 

210 215 220 

Arg Arg Lys Asn Asn Pro Val Leu Val Gly Glu Ala Gly Val Gly Lys 
225 230 235 240 

Thr Ala He Val Glu Gly Leu Ala Gin Lys He Val Ser Gly Glu Val 

245 250 255 

Pro Glu Ala Leu Arg Lys Lys Arg Leu He Thr Leu Asp Leu Ala Leu 

260 265 270 

Met He Ala Gly Thr Lys Tyr Arg Gly Gin Phe Glu Glu Arg He Lys 

275 280 285 

Ala Val Met Asp Glu Val Arg Lys His Gly Asn He Leu Leu Phe He 

290 295 300 

Asp Glu Leu His Thr He Val Gly Ala Gly Ala Ala Glu Gly Ala He 
305 310 315 320 

Asp Ala Ser His He Leu Lys Pro Ala Leu Ala Arg Gly Glu He Gin 

325 330 335 

Cys He Gly Ala Thr Thr Leu Asp Glu Tyr Arg Lys His He Glu Lys 

340 345 350 

Asp Ala Ala Leu Glu Arg Arg Phe Gin Lys He Val Val Gin Pro Pro 

355 360 365 

Ser Val Asp Glu Thr Val Glu He Leu Arg Gly Leu Lys Lys Lys Tyr 

370 375 380 

Glu Glu His His Asn Val Phe He Thr Asp Glu Ala Leu Val Ala Ala 
385 390 395 400 

Ala Lys Leu Ser Asp Gin Tyr Val His Gly Arg Phe Leu Pro Asp Lys 

405 410 415 

Ala He Asp Leu Leu Asp Glu Ala Gly Ala Arg Val Arg Val Asn Thr 

420 425 430 

Met Gly Gin Leu Arg Thr 
435 



(2) INFORMATIONS POUR LA SEQ ID NO: 153: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 240 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



9 



935 



(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : 156806 .. 157525 
(Hi) DESCRIPTION DE I* SEQUENCE : SEQ ID NO: 153: 
,1. H.t Arg Thr Arg VI He Asp S.r lie Arg Qly Thr Pro Lys Asp 
L.u M.t Cl» Lys Asp Arg L.U L.u L.u Asp S.r L.u Arg Lys Gly Glu 
V.l H. L.u His U. Tyr Glu Trp Glu Gly He Ph. Pro L.u Thr Tyr 
Gly cys Phe II. Lys Pro Glu Arg Ph. u. Lys Al, Ash Trp Glu Ser 
^ G °iy val s.r Ala Ala s.r Arg Pro Thr Gly Gly Gly val Thr Ph. 
£. Ash s.r Asp Tyr Al, Ph. s.r Leu L.u val Ser S.r G!u Hi, Pro 
L .u Tyr Glh Asp s.r He L.u Al. Asu Tyr His Thr Val Ash Arg Ph. 
v ,l Leu Lys Thr He Ash Lys L.u Ph. Giy Leu Glu Gly s.r L.u s.r 
Pro II. Glu V.1 s.r Thr Asp Arg Ala olu S.r S.r Ash Ph. Cys Val 
A la III Thr s.r Lys Tyr "i Val L.u He Gly As„ Arg Lys Val Gly 
III Ala Ala Gl» Arg s.r Val Lys Gl„ Gly Ph. Leu His Gl„ ? ly Ser 
H. Ph. Leu s.r III A.„ s.r L.u Asp Ph. Tyr Arg As„ H. L.u L.u 
Pro Asp Leu v.? Asp Lys H. Gly Pro Glu Val Glu Lys s.r Ala Ph. 
Ph . Pro Leu Gly « olu Al. Ser s.r Thr Va! Leu Lys Glu V.l Arg 
Ly , flu val Lys Asp s.r L.u M.t Arg He Ph. M.t Gl„ Glu Gly He 



225 



(2) INFORMATIONS POUR LA SEQ ID NO: 154: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 489 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vii i) POSITION DANS LE GENOME: 157489 .. 158955 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 154: 

Arg Leu P*e Asp Ala Asp Leu Tyr Ala Gly Gly J*P I~ He Ar g Met 
Lys Met Ala Pfce Leu Arg Lys He Jb. Val P*e Val Ala Cys Val Val 
ser Leu Asn 2y - Ala His Thr He Ala He Pro Asp Gly Asp Lys 

35 40 
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Lys Ala Lys Val Leu He His Asp Asn Gly Tyr Glu Met Tyr Glu His 

50 55 60 

Leu Leu Ala Ala He Ser Ser Ala Lys Tyr Thr Val Glu Leu Cys Pro 
65 70 75 80 

Cys Leu Ala Gly Gly Glu He Leu Ser Thr Val Leu Gin Arg Leu Glu 

85 90 95 

Gin Arg Met Glu Glu Val Pro Ala Leu Val Ser Tyr He Leu Val Gin 

100 105 HO 

Pro Thr Cys He Asp Asp Asn Asp Arg Lys Asn Leu Lys Thr Leu Gin 

115 120 125 

Glu Asn Tyr Pro Asp Arg Phe Phe Tyr Leu Phe Ser Asp Trp Pro Pro 

130 135 140 

Tyr Cys Asn Val Phe Phe Pro Asn Val Thr Glu Ser His Thr Lys Leu 
145 150 155 160 

Ser He Val Asp Gly Lys Tyr He Phe He Gly Gly Ser Asn Leu Glu 

165 170 175 

Asp Leu Gin Cys Ser Lys Gly Asp Val Asp Leu Glu Val Ser Asp Ser 

180 185 190 

Pro Arg Ala Val He Gly Gly Val Leu Arg Pro Ser Ala Met Arg Asp 

195 200 205 

Gin Asp Val Thr He Val Ser Glu Glu Tyr Gly Ala Leu Leu Arg Lys 

210 215 220 

Glu Phe Cys Ala His Tyr Ala Leu Trp Lys Asp Phe Thr Gin Lys Leu 
225 230 235 240 

Trp Leu Asn Lys Lys Leu Asp Asp Phe Arg Gly He Asp Pro He Asn 

245 250 255 

Leu Ser He Glu Lys Ala Arg Ser Ser Phe Cys Ala Met He Glu Thr 

260 265 270 

Ser Leu Cys Ala Val Ser Val Pro Leu Asp Lys Met His Phe He Phe 

275 280 285 

Ser Gly Pro Asp Glu Ser Asn Asn Thr He Ala Glu Glu Tyr Val Arg 

290 295 300 

Leu He Asn Gin Ala Gin His Ser He Arg He Ala Gin Met Phe Phe 
305 310 315 320 

He Pro Val Ala Lys He Tyr Asp Ser Leu Met Ala Ala Cys Trp Asp 

325 330 335 

Arg Gly Val Glu He Tyr Leu Val Thr Asn Gly Arg Thr Asp Arg Ser 

340 345 350 

Pro Glu He Thr Arg Ser Tyr Ala Trp Gly Asn Arg He Asn Tyr Phe 

355 360 365 

Pro Leu Thr Phe Gly Ser Arg Pro Leu Leu Trp Glu Arg Phe Leu Tyr 

370 375 380 

Ser Pro Ser Arg Ala Ser Met Lys Phe Tyr Val Ser Glu Phe Tyr Val 
385 390 395 400 

Ala Asn Thr Gin Leu His Lys Lys Cys Met Leu Val Asp Asp His He 

405 410 415 

Leu Val He Gly Ser Tyr Asn Phe Gly Lys Lys Ser Asn Asp Cys Asp 

420 425 430 

Tyr Glu Cys He Val Val He Asp Ser Lys Glu Ala Val Ser Lys Ala 

435 440 445 

Gin Val Val Phe Glu Lys Asp Leu Arg Leu Ser Lys Ser Val Thr His 

450 455 460 

Asp Asp He He Asn Trp Tyr Phe Asp Pro Val His Tyr Cys Leu Gly 
465 470 475 480 

Tyr Leu Glu Gin Arg Tyr Met Pro Ser 
485 



(2) INFORMATIONS POUR LA SEQ ID NO : 155: 



937 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 286 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viil) POSITION DANS LE GENOME: 159104 .. 159961 

(xi ) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 155: 

Phe Ser Phe Phe Phe Leu Lys Gly Leu Phe Ser Lys Lys Lys Gly Leu 

L eu Leu A!a Phe Phe Asn Lys His Gin Lys Lys Phe He Gly Leu Val 

XX. Ala Gly Si cys Leu ser Gly Val Gly Val Ser Val Gly Gin Thr 

Va l Lys Lys Thr Asn Lys Leu Gly S. Gly Lys Thr Val Tyr Arg Thr 

Pro ser Gly Arg Lys Tyr ser Olu Lys Glu Phe Leu Leu Leu Lys His 

65 n I?„ tvt Pro Phe Thr Gly Asn Pro Arg Glu Trp 

Phe Leu Ser Asn Glu Ala Tyr Pro Pne in gg 

85 T mu v r -\\t Ara Phe Leu Thr Asn Lys 

Asn Phe Leu Asn Glu Gly Leu Leu Thr Glu Arg Ph ^ 

100 t on ser He Tyr Lys Ser Gly Phe Pro Ala 

Leu Gly Glu Lys Leu Phe Leu Ser He Tyr y ^ 

T 115 r lu Ara ser Tyr Glu Gly Tyr Arg Arg Phe Asp Ala Pro 
Phe Asp Lys Glu Arg ser ryi- -* 14Q 

P„. lie s.r s.r «. «« »1 Trp W. ». « «« «• S1 » 

i£ *1, *- HI. IX. S oin «■ - « «• - SS 

81y p he v,x £ »i « «. y « «- «» - as ph » p " 
His ^ wl i 8 i « «. « « «« - «" - IS - t phe Asn 

L . u TO iS *»p » ~ « «i «- «y « « - « L ' u ~ 

Oly S£ «. « »1 W *P S ** ~ 55 

III Thr olu «t £» cys P h . II. MP «- «- - - «£ 
Gly M et Pro s.r £ Lys olu Ma *g «» W - *sp W. 

am M« His Pro xsp «o v,l » M. C «u s.r «« 

275 280 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 43 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 159 9 16 161220 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 156: 

Ser Ala Asp Ala Phe Ala Arg Leu Ser Lys His Ala Glu Phe Asn Leu 

15 10 15 

Thr Phe Glu Gin Leu Val Ala Ser Phe Tyr Ala Phe Met Gly Val Glu 

20 25 30 

Glu Ser Asp Phe Leu Gly Met Tyr Arg Glu lie Leu Leu Tyr Lys Lys 

35 40 45 

Ala Leu Leu Ser Leu Glu Gly Ala Val Ser Phe Asp Tyr Tyr Pro Leu 

50 55 60 

Gin Lys Phe Phe Ser Met Gly Lys Asp Ser Val Ser Val Glu Leu Phe 
65 70 75 80 

His Leu Pro Asp Ser Leu Val Phe Lys Asp Lys Glu Asp Leu Glu Ala 

85 90 95 

Phe Glu Thr Tyr Leu His Leu Thr Ala Phe Pro Ser Val His Val Leu 

100 105 110 

Asp Val Pro Thr Lys Ala Phe Pro He Glu Arg Val Arg Ser Lys Ala 

115 120 125 

Glu Cys Leu Val Gly Lys Arg Phe Ala Val Ser Tyr Gin Ser Val Lys 

130 135 140 

Leu Ala Asp Leu Glu Lys Tyr Val Pro Met Ala Gin Val Tyr Gin Trp 
145 150 155 160 

Tyr Gin Asn Pro Glu Asn Phe Glu Glu He Leu Leu Glu Phe Pro Glu 

165 170 175 

Leu Glu Thr Ser Ser Ser Leu Arg Asp He Leu Asn Leu Lys Pro Thr 

180 185 190 

He Val Glu Lys Ala His Ser Tyr Val Arg Lys Ala He Leu Arg Ala 

195 200 205 

Asp Pro Glu Arg He Gin Ser Glu Leu Ala Lys Lys Glu Arg Gin Glu 

210 215 220 

Glu Glu Leu Phe Leu Ser He Gly Lys Asp His Val Leu Pro Gly He 
225 230 235 240 

Gin Asn Gly Val Arg Leu Ala Asn Val Leu Met Gin Gin Asp Ser Val 

245 250 255 

Asp Ser Tyr Thr Gin Asp Asn Glu His Phe Tyr Ser He Ser Val He 

260 265 270 

Ser Arg Ala Asp Lys Asp Glu Val Leu Pro Tyr Lys Glu Val Leu Arg 

275 280 285 

Lys Gly Leu Lys Lys Val Leu Leu Glu Lys Tyr Lys Ala Glu Glu Arg 

290 295 300 

He Ser Arg Val Leu Thr His Leu Gin Glu Ser Phe Pro Asn Ser Gin 
305 310 315 320 

Gly Gin Asp Leu Tyr Gin Arg Arg Leu Val Arg Phe Val Lys Ala Phe 

325 330 335 

Gin Thr Gly Lys Leu Ala Gin Gly Asp Leu Phe Gly Gly Leu Glu Lys 

340 345 350 

Thr Met Lys Thr Phe Ser Arg Gly Asp Gin Gly Ala Pro Gin Glu Phe 

355 360 365 

Glu Asp Met Phe Ala Leu Lys Glu Gly Gin Val Ser Asp Val Leu Phe 

370 375 380 

Asp Leu Asp Lys Gly Pro Phe Tyr Tyr Thr Ala He Ser Lys Ser Cys 
385 390 395 400 

Cys Asp Tyr Pro Val Ser Leu Asp Lys Leu Leu Phe Ala Lys Ser His 

405 410 415 

Leu Asn Glu Glu Phe Leu Arg Pro Tyr Leu Glu Glu Val Phe Phe His 
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420 42b 

Asn Pro Ser 
435 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 137 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 161183 .. 161593 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 157: 
Asp Pro lie Trp Lys Lys Phe Phe Phe Thr Thr Leu Val Lys Gly Leu 
ser Arg Thr Asn Met Lys Gly Gin Lys Tyr Tyr Ser Asp Tyr His Val 
Trp lie Glu Pro lie His Ser Arg lie Val Lys Leu Gly Leu Ser Ser 
Gin Met Ala Gly Xaa Leu Gly Asn He Leu His lie Asp Leu Pro Ser 
val Hy ser Phe lie Lys Glu Gly Glu Glu Leu Cys He Leu Glu Ser 
fer Lys Ser Ala He 11 Val Leu Ser Pro Val Ser Gly Glu Val Leu 
Glu Val Asn Thr Ala Leu Glu Asp Asp He Leu Pro Val Asn Asn Ala 
T nr Glu Ser G°iu Gly Trp Phe Val Val Leu Gin Leu Thr Glu As P Phe 

115 120 
Arg Ser Glu Ser Phe Ser Leu Glu Pro 
130 "5 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 237 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



( viii) POSITION DANS LE GENOME: complement ( 161623 .. 162333 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 158: 
Leu Leu Asn Leu Leu Gly He Phe Leu Gin Ala Thr Phe lie Gin Asn 
ile Leu Leu Ser Thr Phe Leu Gly Met Cys Ser Tyr Leu Ala Cys ser 
ser Arg Leu Ser Thr Ala Asn Gly Leu Gly Met Ser Val Ala Leu Val 



940 



Leu 


Thr 


He 


Thr 


Gly 


Ser 


He 


Asn 


Trp 


Leu 


Val 


His 


Tyr 


Phe 


He 


Thr 




50 










55 










60 










Lys 


Pro 


Gly 


Ala 


Leu 


Ala 


Trp 


Leu 


Ser 


Pro 


Ala 


Leu 


Ala 


Asn 


He 


Asp 


65 










70 










75 










80 


Leu 


Ser 


Phe 


Leu 


Glu 


Leu 


He 


Met 


Phe 


He 


Val 


Val 


He 


Ala 


Ala 


Phe 










85 










90 










95 




Thr 


Gin 


He 


Leu 


Glu 


Leu 


Leu 


Leu 


Glu 


Arg 


Phe 


Ser 


Arg 


Asn 


Leu 


Tyr 








100 










105 










110 






Leu 


Ala 


Leu 


Gly 


He 


Phe 


Leu 


Pro 


Leu 


He 


Ala 


Val 


Asn 


Cys 


Ala 


He 






115 










120 










125 








Leu 


Gly 


Gly 


Val 


Leu 


Phe 


Gly 


He 


Thr 


Arg 


Asn 


Tyr 


Pro 


Phe 


Leu 


Pro 




130 










135 










140 










Met 


Val 


Val 


Phe 


Ser 


Leu 


Gly 


Ser 


Gly 


Cys 


Gly 


Trp 


Trp 


Leu 


Ala 


He 


145 










150 










155 










160 


Val 


Leu 


Phe 


Ala 


Thr 


He 


Arg 


Glu 


Lys 


Leu 


Ala 


Tyr 


Ser 


Asp 


Val 


Pro 










165 










170 










175 




Gin 


His 


Leu 


Arg 


Gly 


Thr 


Gly 


He 


Ser 


Phe 


He 


Thr 


Thr 


Gly 


Leu 


Met 








180 










185 










190 






Ala 


Met 


Ala 


Phe 


Met 


Gly 


Leu 


Thr 


Gly 


He 


Asp 


He 


Ser 


Lys 


Pro 


Thr 






195 










200 










205 








Thr 


Ser 


Lys 


Pro 


Ala 


Xaa 


Xaa 


Met 


Asn 


He 


Ala 


Thr 


Asp 


Ser 


Pro 


Gin 




210 








215 










220 










Pro 


Asn 


Thr 


His 


Ser 


Ser 


Ser 


Glu 


Glu 


Pro 


Lys 


Ala 


Ser 









225 230 235 



(2) INFORMATIONS POUR LA SEQ ID NO: 159: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 213 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 1 623 63 1 63 001 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 159: 



Met 


Thr 


Thr 


Asn 


Lys 


Ser 


Tyr 


Leu 


Thr 


Tyr 


Phe 


Thr 


Asp 


Ala 


Leu 


Trp 


1 








5 










10 










15 




He 


Asn 


Asn 


Gin 


Pro 


Leu 


He 


Ala 


He 


Leu 


Gly 


He 


Cys 


Ser 


Ala 


Leu 








20 










25 










30 






Ala 


Val 


Thr 


Thr 


Thr 


Val 


Thr 


Thr 


Ala 


Leu 


Thr 


Met 


Gly 


Phe 


Ala 


Val 






35 










40 










45 








Ser 


Phe 


Val 


Thr 


Gly 


Cys 


Ser 


Ser 


Phe 


Val 


Val 


Ser 


Leu 


Leu 


Arg 


Lys 




50 










55 










60 










He 


Thr 


Pro 


GlU 


Ser 


Val 


Arg 


Met 


He 


Ala 


Gin 


Leu 


He 


He 


He 


Ser 


65 










70 










75 










80 


Leu 


Phe 


Val 


He 


Leu 


He 


Asp 


Gin 


Phe 


Leu 


Lys 


Ala 


Phe 


Phe 


Phe 


Thr 










85 










90 










95 




He 


Ser 


Lys 


Thr 


Leu 


Ser 


Val 


Phe 


Val 


Gly 


Leu 


He 


He 


Thr 


Asn 


Cys 






100 










105 










110 






He 


Val 


Met 


Gly 


Arg 


Ala 


Glu 


Ser 


Met 


Ala 


Arg 


His 


Val 


Ser 


Pro 


He 






115 










120 










125 








Pro 


Ala 


Phe 


Leu 


Asp 


Gly 


Leu 


Gly 


Ser 


Gly 


Leu 


Gly 


Tyr 


Gly 


Trp 


Val 




130 










135 










140 










Leu 


Val 


Cys 


He 


Ser 


He 


He 


Arg 


GlU 


Leu 


Phe 


Gly 


Phe 


Gly 


Thr 


He 
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155 160 
III Gly Phe Arg Val lie Pro Glu He Tyr Ala Ser Ala Ala His 

Pro Asp Gly Tyr C 6 lu Asn Leu Gly Leu Met Val Leu Ala Pro Ser Ala 

Phe Phe Leu III Gly He Met lie Trp II. Val Asn lie Xle Ar g Ala 



195 200 



Pro Lys Thr Lys Arg 
210 



(2) INFORMATIONS POUR LA SEQ ID NO: 160: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 264 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

( viii, POSITION DANS LE GENOME: compl.m.nt 1162994 .. 163785) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEO. ID » : 160: 
„.t L.u Mat Al. Al. Gin V,! II. s.r ser Asp Asn Thr Ph. «» v.l 
Tvr Olu Lys Oly Asp Trp His Pro Al. L.u Tyr Asn Thr Lys Lys am 
Leu Leu . S. ser s.r Thr Pro Pro Lys v,l Thr V.l Thr Thr Leu 
ser ser Tyr Phe o!„ Asn Phe "l Ara v,l Leu Leu Thr Asp Thr oln 
G1 y AS„ Leu s.r s.r Ph. £u Asp Hi, Asn L.u Asn L.u Glu Glu Phe 
Leu S.r Gin Pro Thr ? Pro V.l .1. His Gly L.u Al. L.u Tyr V.l V.l 
Tyr Al, II. Leu hL Asn Asp Al. Al. ser S.r Lys L.u s.r Ale S.r 
Gin V,l Al. Lys Asn Pro Thr Al. U. Glu s.r II. V.l L.u Pro He 

115 ^-j pv^ r eu Leu Glu 

Glu Gly Phe Gly Leu Trp Gly Pro lie Tyr Gly Phe Leu A 

130 ^ „ i rL, riv Thr ser Trp Tyr Gin His Gly Glu 

Lys Asp Gly Asn Thr Val Leu Gly Thr ser irp ^ 

inr Pro Gly Leu Gly a" Ash II. Al. Asn Pro Gin Trp Glh Asn 

Ph. Ar 9 G!y Lys Lys v.l Phe L.u v.l s.r Al. ser Gly Glu Thr Asp 

Ph. Al. Lys Thr Thr Leu Gly L.u Glu v.l II. Lys Gly S.r V.l s.r 

Al. Al. E Oly Asp ser Pro Lys Al. Al. s.r s.r II. Asp Gly II. 

210 21 ^. - r ,T n^r- nn ser Phe Ser His 

ser Gly Ala Thr Leu Thr Cys Asn Gly Val Thr Glu Ser Ph ^ 

225 I 30 7,!= To „ Teu Thr Phe Phe Ala Asn Ser Lys 

Ser Leu Ala Pro Tyr Arg Ala Leu Leu Tnr km ^ 



245 

Pro Ser Gly Glu Ser His Asp His 
260 
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(2) INFORMATIONS POUR LA SEQ ID NO : 161: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 342 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 164474 16549 9 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 161: 

Arg Phe Glu Arg Val Thr Phe Ser Thr Phe Leu Ser Asp Thr Met Leu 

15 10 15 

Glu Lys Leu Val Asp Ser Leu Trp Lys lie Cys Arg Lys Ser Lys Phe 

20 25 30 

Gin His Met Thr Pro lie Ala Asp Ala Val Asp Thr Phe Cys Phe Glu 

35 40 45 

Pro Leu His Thr Pro Ser Ser Pro Pro Phe Val Arg Asp Ala Val Asp 

50 55 60 

Val Lys Arg Trp Met Met Leu Val Val lie Ala Leu Met Pro Thr lie 
65 70 75 80 

Phe Ala Ala Val Trp Asn Ser Gly Leu Gin Ala Leu Val Tyr Gin Ser 

85 90 95 

Ser Asn Pro Arg He Met Glu Ala Xaa Leu His He Ser Gly Phe Lys 

100 105 HO 

Ser Tyr Phe Ser Phe Val Ser Gin Glu He Gly He Gly Ser Val Leu 

115 120 125 

Phe Ala Gly Cys Lys He Phe Leu Pro Leu Leu Phe He Ser Tyr Ala 

130 135 140 

Val Gly Gly Thr Cys Glu Val Leu Phe Ala He He Arg Lys His Lys 
145 150 155 160 

He Ala Glu Gly Leu Leu Val Thr Gly Met Leu Tyr Pro Leu He Leu 

165 170 175 

Pro Pro Thr He Pro Tyr Trp Met Ala Ala Leu Gly He Ala Phe Gly 

180 185 190 

Val Val Met Gly Lys Glu Leu Phe Gly Gly Thr Gly Met Asn He Leu 

195 200 205 

Asn Pro Ala Leu Thr Gly Arg Ala Phe Leu Phe Phe Thr Phe Pro Ala 

210 215 220 

Lys Met Ser Gly Asp Val Trp Val Gly Ser Asn Pro Ser Arg He Lys 
225 230 235 240 

Glu Ser Leu Ala Thr Met Ser Ser Leu Ala Glu Lys Ser His Phe Asp 

245 250 255 

Gly Phe Ser Gin Ser Thr Cys Leu Gin He Leu Asn Ser Thr Pro Pro 

260 265 270 

Ser Val Lys Arg Val His He Asp Ala He Ala Ser Asn He Leu Asn 

275 280 285 

Leu Glu His Val Pro Thr Gin Asp Val Leu Gin Thr Gin Phe Ala Thr 

290 295 300 

Trp Ala Glu Ser Tyr Pro Gly Leu Thr Val Asp Gin Leu Ser Leu Glu 
305 310 315 320 

Xaa Thr Ser Lys Phe Cys Asn Tyr Ser Asn Asn Arg Arg Arg Phe Arg 

325 330 335 

Ala Ser Ser Cys Thr Leu 
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340 



(2) INFORMATIONS POUR LA SEQ ID NO: 162: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(v Ui, POSITION DANS LE GENOME : consent ,166093 .. 166482) 
DESCRIPTION DE IA SEQUENCE : SEQ ID NO: 162, 

Rsp oin oln I" «W «-> "» f 0 " S " ^ "° S" 

P t „ »„ « »r Lu Oly «» Oly V»l « ~ ««- «Y «- « 

P h . Olu « 3 «. «. .1. «P «y « G1 " ^ 

s„ Lys "y .ys 11. II. v.1 oly Pro oi» «y Tyr «i Kr> »• »» 

50 5 ,-nRT=r-ivr val Val Glu Gly Asn He 

He Glu Leu Glu Glu Ala Val lie Ala Gly Val Val y ^ 

Sr Val Tfcr Gly Arg Val Ser Leu Gin Gly Arg Ala Met Val Thr Gly 
ASP xie Gin Ala Gly ser Leu Cys Val Asp Glu Gly Val Arg Leu Cys 

, l 00 tip nn Glv Ala Pro Ser Asn Glu Gin Glu Glu lie 
Gly Tyr Val Ser He Gin Gly Ala ^ ^ 

115 12U 



Asp Ser 
130 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 163: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 455 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

( viii) POSITION DANS LE GENOME : co**!-** (166729 . .168093) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 163: 
Met Leu Tnr cys Asn Asp Cys Ser Tnr Trp Glu Gin Pne Val Asn Tyr 
i ie Lys Thr Arg Cys Ser Lys Tfcr Ala Pne Glu Asn Trp II. Ala Pro 
Xie Gin Val Leu Glu Glu Ser jjr Glu Lys He Arg Leu Glu He Pro 
Asn lie Phe Val Gin Ser Tyr Leu Leu Asp Asn Tyr Lys Lys As P Leu 

cn 55 
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Cys Ser Phe Val Pro Leu Asp Ala Glu Gly Asn Pro Ala Leu Glu Phe 
65 70 75 80 

Val Val Ala Glu lie Lys Arg Ser Ser Pro Leu Val Thr Pro Ser lie 

85 90 95 

Ala Lys Pro Ala Thr Glu Val Ser Glu Glu Asn Lys Asp Phe Gin Leu 

100 105 110 

Lys Leu Asn Gly Ala Tyr Arg Phe Asp Asn Phe lie Glu Gly Pro Ser 

115 120 125 

Asn Gin Phe Val Lys Ser Ala Ala Leu Gly lie Ala Ala Arg Pro Gly 

130 135 140 

Arg Ser Tyr Asn Pro Leu Phe lie His Gly Gly Val Gly Leu Gly Lys 
145 150 155 160 

Thr His Leu Leu His Ala Val Gly His Tyr Val Arg Glu His His Lys 

165 170 175 

Asn Leu Arg lie His Cys lie Thr Thr Glu Ala Phe lie Asn Asp Leu 

180 185 190 

Val His His Leu Arg Val Lys Ser He Asp Lys Met Lys Asn Phe Tyr 

195 200 205 

Arg Ser Leu Asp Leu Leu Leu Val Asp Asp He Gin Phe Leu Gin Asn 

210 215 220 

Arg Gin Asn Phe Glu Glu Glu Phe Cys Asn Thr Phe Glu Thr Leu He 
225 230 235 240 

His Leu Ser Lys Gin He Val Val Thr Ser Asp Lys Pro Pro Gly Gin 

245 250 255 

Leu Lys Leu Ser Glu Arg He He Ala Arg Met Glu Trp Gly Leu Val 

260 265 270 

Ala His Val Gly Val Pro Asp Leu Glu Thr Arg Val Ala He Leu Gin 

275 280 285 

His Lys Ala Glu Gin Lys Gly Leu Asn He Pro Asn Glu Met Ala Phe 

290 295 300 

Tyr He Ala Asp His Val Tyr Gly Asn Val Arg Gin Leu Glu Gly Ala 
305 310 315 320 

He Asn Lys Leu Thr Ala Tyr Cys Leu Leu Phe Asn Lys Pro Leu Thr 

325 330 335 

Glu Thr Thr Val Arg Asp Thr Leu Lys Glu Leu Phe Arg Ala Pro Ser 

340 345 350 

Lys Gin Lys Val Ser Val Glu Ser He Leu Lys Ser Val Ala Thr Val 

355 360 365 

Phe Gin Val Lys He Gin Asp Leu Lys Gly Ser Ser Arg Ala Lys Asn 

370 375 380 

Val Pro Leu Ala Arg Gin Val Ala Met Tyr Leu Ala Lys Thr Leu He 
385 390 395 400 

Thr Asp Ser Leu Val Ala He Gly Ala Ala Phe Gly Lys Thr His Ser 

405 410 415 

Thr Val Leu Tyr Ala Cys Lys Thr He Glu Gin Lys He Glu Lys Asp 

420 425 430 

Ala Leu Leu Lys Asn Gin He Ser Leu Cys Lys Asn Asn He Ala He 

435 440 445 

Asp Ser Pro Gin His Phe Val 
450 455 



(2) INFORMATIONS POUR LA SEQ ID NO: 164: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 134 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 

(vl ii) POSITION DANS LE GENOME: ccpl—nt (168848 .. 169249 , 
(Xi) DESCRIPTION DE LA SEQUENCE, SEQ ID NO: 164: 
Arg Asn Pro Asn «y Ar, Arg Arg II. «g «P »* 
Gln „. «, Asp Lt Thr Pro W. Pro s« Al> » ~ Thr I» M.t 

oi„ t a S „ s. ^ »■ «■ "* s « phe s - :r Pto ™ Asn 

« His & cl» Arg Ph. s.r Thr Pro «i — -1 «. « — 
s.r Pro Asp w. =1» Asp 31„ Asp Met «u £s .« ~ « - «» 

65 7 ? T qot Tvr Ara Ser Thr Ala Asp Thr 

Lys val Leu Thr Arg Gly Lys Phe ser Tyr Arg ^ 

L eu ser Arg Lys Asn .ys Arg Ser Ser Asp Gln Lys Arg Asn Gly Oln 
His Phe Glu "in Glu Glu Leu Glu Ala Glu Olu Glu Val Phe Ser Thr 
115 ' 1ZU 



Arg Arg His Ser He Ala 
130 



(2) INFORMATIONS POUR LA SEQ ID NO : 165: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 282 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vi ii) POSITION DANS LE GENOME : 169586 .. 170431 
(xi ) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 165: 
LeU Leu cys Arg Arg Phe Pro Val Thr Asp Ser He Pro His lie Pro 
Val Leu Val Lys Glu Ser Leu Ser Leu Phe Arg Gly Arg Asn Pro Val 
Val Phe cys Asp Val Thr Val Gly Ala Gly Gly His Ala Glu Ala Phe 
Leu Thr llu Phe Pro Ser lie Glu Arg ^ Asp Gly ser Asp Arg Asp 
L eu ser Ala Leu Ala Leu Ser Glu Asn Arg Leu Leu Pro Phe Lys Asp 
Arg val Arg Leu Arg Ms Ala Ser Phe Glu Glu Val Asp Thr Leu Thr 
Ser Asp Gly Thr Sr Asp Gly Val Leu Ala Asp Leu Gly Val Ser ser 
Met Gln Leu Asn Asn Leu Glu Arg Gly Phe Ser Phe Gin Gly Glu Asp 
His Pro III Asp Met Arg Met Asp Thr Ser Arg Gly Met Thr Ala Ser 



130 135 
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GlU 


Val 


Leu 


Asn 


Ser 


Leu 


Arg 


Glu 


GlU 


Glu 


He 


Gly Glu 


He 


Phe 


Arg 


145 










150 










155 










160 


Asn 


Tyr 


Gly 


Glu 


Glu 


Pro 


Leu 


Trp 


Arg 


Ser 


Ala 


Ala 


Ala 


Ala 


Val 


Val 








165 










170 










175 




His 


Phe 


Arg 


Lys 
180 


Lys 


Lys 


Lys 


He 


Leu 
185 


Thr 


Val 


Lys 


Asp 


Leu 
190 


Lys 


Asp 


Ala 


Thr 


Ser 
195 


Gly 


Val 


Phe 


Pro 


Ser 
200 


Tyr 


Arg 


Leu 


Arg 


Lys 
205 


Lys 


He 


His 


Pro 


Leu 
210 


Thr 


Leu 


He 


Phe 


Gin 
215 


Ala 


Leu 


Arg 


He 


Tyr 
220 


Val 


Asn 


Gin 


Glu 


Gly 


Ala 


Gin 


Leu 


Lys 


Val 


Leu 


Leu 


Asp 


Ser 


Ala 


Phe 


Arg 


Trp 


Leu 


Arg 


225 










230 










235 










240 


Pro 


Gly 


Gly 


Arg 


Leu 


Ala 


Val 


He 


Ser 


Phe 


Cys 


Ser 


Leu 


Asp 


Asp 


Arg 






245 










250 










255 




Pro 


Val 


Lys 


Trp 


Ala 


Phe 


Arg 


Glu 


Ala 


Glu 


Ala 


Arg 


Gly 


Leu 


Gly 


Lys 






260 










265 










270 






He 


Leu 


Thr 


Lys 


Lys 


Val 


He 


Met 


Pro 


Ser 















275 280 



(2) INFORMATIONS POUR LA SEQ ID NO : 16 6: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 185 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 17 0780 17 13 34 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 16 6: 



Leu 


Met 


Asn 


His 


Arg 


Arg 


Gin 


Leu 


Thr 


Leu 


He 


Val 


Val 


Gly Val 


Leu 


1 








5 










10 










15 




Ser 


Leu 


Tyr 


Ala 


Leu 


Leu 


He 


Val 


Arg 


Tyr 


Tyr 


Lys 


lie 


Gin 


He 


Cys 






20 










25 










30 






Asp 


Gly 


Glu 
35 


Arg 


Trp 


Ala 


Val 


Glu 
40 


Ala 


Ala 


Asn 


Gin 


His 
45 


Glu 


Phe 


Arg 


Val 


Lys 
50 


Asp 


Pro 


Phe 


Gin 


Arg 
55 


Gly 


Thr 


Phe 


Phe 


Ala 
60 


Asn 


Thr 


Ser 


Leu 


Arg 


Lys 


Gly 


Glu 


Lys 


Glu 


Gin 


Phe 


His 


Pro 


Leu 


Ala 


He 


Asp 


He 


Thr 


65 






70 










75 










80 


Lys 


Phe 


His 


Leu 


Cys 


Leu 


Asp 


Ala 


Val 


Val 


He 


Pro 


Glu 


Glu 


Tyr 


Arg 








85 










90 










95 




Asp 


Glu 


He 


Ala 


Arg 


Met 


Val 


Val 


Val 


Met 


Val 


Gly 


Glu 


Gly Asp 


Tyr 






100 










105 










110 






Gin 


Ser 


He 
115 


Arg 


Ser 


Glu 


Phe 


Asp 
120 


Arg 


Lys 


Ser 


Arg 


Tyr 
125 


Arg 


Lys 


Leu 


Tyr 


Val 


Ser 


Leu 


Asp 


Val 


Ser 


He 


Arg 


Asp 


Arg 


He 


Leu 


Ser 


Trp 


Trp 


130 










135 










140 










Lys 


Pro 


Tyr 


Ala 


Val 


Lys 


His 


Lys 


He 


Pro 


Ser 


Asn 


Ala 


Leu 


Phe 


Phe 


145 








150 










155 










160 


He 


Ser 


Asp 


Tyr 


Gin 


Arg 


Ser 


Tyr 


Pro 


Phe 


Gly 


Lys 


Leu 


Leu 


Gly 


Gin 








165 










170 










175 




Val 


Leu 


His 


Thr 


Ser 


Gly 


Asp 


Lys 


Arg 

















180 185 
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(2 ) INFORMATIONS POUR LA SEQ ID NO : 167: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

{A ) LONGUEUR: 348 acides amines 

IB) TYPE: acide amine 

(D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

lv iil, POSITION DANS LE GENOME : 17X333. .172376 
(X 1, DESCRIPTION DE LA SEQUENCE : SEO. ID NO : 167: 

Asp Glu « cxy oiu AX, «- P» »r Gly oiy ~ ox. AX, ^ 

k. as„ « « « «- «y «« » «»» « 5T " U 

s „ M « So « ~ *P - Asp ^ vaX - .1. - « 

w GXy sL asp XX. Tyr - ~ IX. Asp As„ V,I GI„ T*r XX. 

AX, llu Gl„ Glu IX. ,1. « =xv V,X L..U ? xu AX. Lys AXa Ar a «r 
fx, Ar 9 Ala IX. V,I VL Asn s.r His TJr Gly OX„ IX. L.u AX, L.u 

AX, GI» Tyr Pro £. p- « «. « «» ^ « «» *f. 

100 t w=i ivq Ala Val Ser Asp Val 

TlD n -i,, ic D Thr Lys Val Lys Aia va* 
Cys Asn Asp Arg lie Glu Asp inr y ^ 

115 Tl Mo t TVS Pro lie Thr Val Ala He Ala Leu 

Phe Glu Pro Gly Ser He Met Lys Pro ^ 

130 . \\l rv, Ara Ala Gly Glu Asn Leu Phe Asp 

Leu Ala Asn Glu Glu Met Gin Lys Arg Ala t^y 16Q 

145 ser A rg Arg Val Phe Pro Gly Arg Gin 

Pro Tyr Glu Pro Leu Asp Val Ser Arg Arg 1?5 

Lys M . t Pro L.u Lys »P x» V,X s.r A.» Ars Tyr L.u Asn „.t Tyr 
Met AX. XX. c'xn Lys - s.r Asn V.X Tyr « Ala Gin L.u Ala A.p 

195 „, »i= Asn Trp Tyr Glu Gin Arg Leu Gin 

Arg lie val Gin Lys Leu Gly Ala Asp Trp Ty ^ 

210 *lb prQ Ala Glu A ia 

Asp Phe Gly Phe Gly Lys Arg Thr Gly He 24Q 
225 23 0 Asn Gly S er Pro 

Val Gly Leu Val Pro Ser Arg Lys Arg Pn^ 255 

245 „ t™, aia Met Glv Tyr Asn Leu 

Oiu Trp Ser Leu Ser Thr Pro Tyr Ser Leu Ala Met Gly Ty^ 

260 , Tvr Ala Val Phe Gly Asn 

Leu Ala Thr Ser Met Gin Met Val Gin Ala Tyr Ala ^ 

275 t Tle Arc Pro Thr Leu Val Arg Lys He Val Ser Pro 
Gly Gly Phe Leu He Arg Pro im 3Q0 

s . r Gly OXU Glu Lys IX. £ s.r s.r Asn jr. Lys - « £ 

Teu S.r GXu Lys IX. AX. OX, Cys Cys S.r Cys Tyr AX, JJJ His 

Asn M.t Ph. Ar, III Asp Gly Asp s.r Cys Cys Tyr 
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(2) INFORMATIONS POUR LA SEQ ID NO: 168: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 172309 .. 172722 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 168: 



Leu 


Gin 


Asp 


Val 


Val 


Arg 


Ala 


Met 


Arg 


Phe 


Thr 


Thr 


Cys 


Leu 


Gly 


Gly 


1 






5 










10 










15 




Thr 


Gly 


He 


Arg 


Ala 


Ala 


Thr 


Lys 


Gly 


Tyr 


Ser 


Ser 


Ala 


Gly 


Lys 


Thr 






20 










25 










30 






Gly 


Thr 


Thr 


Glu 


Lys 


Leu 


Val 


Asp 


Gly 


Lys 


Tyr 


Asp 


Lys 


Lys 


Arg 


His 




35 










40 










45 








He 


Ala 


Ser 


Phe 


He 


Gly 


Leu 


Thr 


Pro 


He 


Ala 


Ala 


Leu 


Ser 


Asp 


Thr 




50 










55 










60 










Ala 


Val 


Pro 


Leu 


Val 


He 


Leu 


Val 


Ser 


He 


Asp 


Asp 


Pro 


Ala 


Tyr 


Gly 


65 










70 










75 










80 


Val 


Arg 


Glu 


Asp 


Arg 


Thr 


Lys 


Asn 


Tyr 


Met 


Gly Gly Arg 


Cys 


Ala 


Ala 








85 










90 










95 




Pro 


Val 


Phe 


Ser 


Arg 


He 


Ala 


Ser 


Arg 


Val 


Leu 


Pro 


Tyr 


Leu 


Gly 


Val 








100 










105 










110 






Pro 


Leu 


Asp 


Glu 


Gin 


Leu 


His 


Thr 


Tyr 


Arg 


Glu 


Glu 


Val 


Ser 


Gin 


Leu 






115 










120 










125 








Lys 


Leu 


Leu 


Tyr 


Glu 


Glu 


Trp 


Asn 


Arg 


Lys 















130 135 



(2) INFORMATIONS POUR LA SEQ ID NO: 169: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 483 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : OU i 

(viii) POSITION DANS LE GENOME: 173 048 .. 17449 6 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 169: 

Met His Leu Asp Gin Leu Leu Arg Asn He Pro Ala Lys He Tyr Gly 

15 10 15 

Lys Val Glu Ser He Pro Val Arg Asn Leu Thr Arg Asp Ser Arg Cys 

20 25 30 

Val Gly Val Gly Asp He Phe He Ala Arg Gin Gly Gin Phe Cys Asn 

35 40 45 

Gly Asn Asp Tyr Ser Ser Gin Ala Val Ala Asn Gly Ala He Ala Val 

50 55 60 

Leu Ser Ser Leu Tyr Asn Pro Phe Leu Ser Val Val Gin He He Ala 
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He A!a leu Glu Ala s« L« It. "a Ar, P». Tyr As„ 
G!u m Pre ,0 ^ mi Am Gly 

»n Pro s.r W His I-» W v » l "* Gly 110 

100 „ ^ val £| ol» L.u Met Gin Arg s.r G1Y 
Ly , ^ £ V,l ser cys ^ ' Ki= n . S Gly Glu Asn 
H. Arg Sr Gly Leu He Gly Thr lie Glu 

g 1U v.x asp « - - - - - £ " L " ~ I 

» P h e Al, Glu « - ,y Gin - « « Al. Al. V.X J. 

I 65 „i , lZ Val Arg Glu Thr Glu Phe 

- - ~ a Giy Met r s asp „. - s - - 

« - «? - - * - : Lys Lys oto ^ - - « 

Glv Ser Leu Glu Glu Tyr lie Ala Ala 220 

I s Gi. « s s - « - - - - - ~ o 

o« 230 , * la Ara Ala Val Ser Tyr Ala He 

225 ser Gin Ala Arg axct vo. 

pro Ser Phe Leu Asn Gly Ser 255 

245 -, Ara Leu Lys Leu Tyr Ser Ser 

His Gin Glu Ala Asp Tyr Arg Ala Asp Arg Leu y ^ 

260 a Xle Trp Tyr 111 Gly Lys Val Phe Pro Cys Glu 
Gly ser ser Tyr Asp He Trp ^ ^ ^ _ _ 

Thr S er Leu He Gly Glu His Asn Val ^ 3QQ 

Z Z v.l Hi- Gin - E «y «V - - "a Asp « v.l Arg 

£ L „ - - £ - «• - ss - ~ u Asp p " - :i 

325 " .,_ His Thr Pro Asp Ala 

rlv pro Phe Pro Val Tyr He Asp Tyr Ala Hxs 
L eu Gly Pro P ^ ^ ^ Qly 

::s:::;!:--s ! -:: 

370 m t Ala Lys vl 5 l ser Glu His Tyr Gly Phe Ser Phe Val 

Arg Pro Leu Met Ala Lys ^ 

385 . A.r, Pro Arg Thr Glu Asp Pro Asp Gin He 

Thr ser Asp Asn Pro A * 410 ^ Asp Arg 

He cys Lys Gly Phe ser Thr Asp His Tyr 43Q 

420 Met Ala ser Asp Lys Asp He 

tv-i^ tip Glu Lys Ala lie t> ei L1 d4 c 

vli MU Ml AW Gly W ™ »" GlU ° 1Y IS ?M W ' 

l S He VI - - ASP Arg « ~ - Cys - - - -J 



465 
Ala Leu Cys 



(2) INFORMATIONS POUR LA SEQ ID NO: 170, 
(i) CARACTERISTIQUES DE I^SEQU^CE: 
( A) LONGUEUR: 190 acides amines 



950 



(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETI QUE : oui 



(viii) POSITION DANS LE GENOME: 1743 9 9 1749 68 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 17 0: 



Leu 


Arg 


Glu 


Arg 


Asp 


Met 


Arg 


Gly 


He 


Arg 


Ser 


Ser 


Asn 


He 


Arg 


Arg 


1 








5 










10 










lb 




Leu 


Ser 


Leu 


Met 


He 


Glu 


Arg 


Leu 


Cys 


Val 


Lys 


Pro 


Trp 


Gin 


Pro 


Phe 








*"> A 




















3 0 






Val 


Asn 


Leu 


Thr 


Leu 


Leu 


Leu 


Leu 


Leu 


Leu 


Thr 


Leu 


Ser 


Ser 


Pro 


Val 






35 










40 










45 








Ser 


Cys 


Phe 


Ala 


Asp 


Ala 


Ala 


Gly 


He 


Pro 


Lys 


Val 


Ser 


Arg 


Asn 


Glu 




50 










55 










60 










Leu 


He 


Val 


He 


Asp 


Pro 


Gly 


His 


Gly 


Gly 


Lys 


Asp 


Glu 


Gly 


Thr 


Ala 


65 










70 










75 










80 


Asp 


Lys 


Glu 


Leu 


Arg 


Tyr 


Lys 


Glu 


Lys 


Thr 


Leu 


Ala 


Leu 


Ser 


He 


Ala 






85 










90 










95 




Leu 


Ser 


Val 


Gin 


Gly 


Cys 


Leu 


Arg 


Arg 


Met 


Gly 


Tyr 


Lys 


Thr 


He 


Met 








100 










105 










110 






Thr 


Arg 


Ala 


Thr 


Asp 


Val 


Tyr 


Val 


Asp 


Leu 


Ser 


Lys 


Arg 


Ala 


Ala 


He 




115 










120 










125 








Ala 


Asn 


Gin 


Asn 


Lys 


Ala 


Asp 


Val 


Phe 


Val 


Ser 


He 


His 


Cys 


Asn 


His 




130 










135 










140 










Ser 


Ser 


Asn 


Thr 


Ser 


Ala 


Leu 


Gly 


Thr 


Glu 


He 


Tyr 


Phe 


Tyr 


Asn 


Asp 


145 










150 










155 










160 


Lys 


Asn 


He 


Leu 


Arg 


Thr 


Arg 


Lys 


Ser 


Glu 


Ser 


Leu 


Gly 


Lys 


Arg 


Ser 








165 










170 










175 




Trp 


Leu 


Leu 


Cys 


Lys 


Lys 


Met 


Glu 


Leu 


Tyr 


Ala 


Asn 


Val 


Lys 







180 185 190 



(2) INFORMATIONS POUR LA SEQ ID NO: 171: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 10 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : oui 

(viii) POSITION DANS LE GENOME: 175411 175710 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 171: 

Met Ala Thr Met Thr Lys Lys Lys Leu He Ser Thr He Ser Gin Asp 

15 10 15 

His Lys He His Pro Asn His Val Arg Thr Val He Gin Asn Phe Leu 

20 25 30 

Asp Lys Met Thr Asp Ala Leu Val Gin Gly Asp Arg Leu Glu Phe Arg 

35 40 45 

Asp Phe Gly Val Leu Gin Val Val Glu Arg Lys Pro Lys Val Gly Arg 

50 55 60 

Asn Pro Lys Asn Ala Ala Val Pro He His He Pro Ala Arg Arg Ala 
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80 

75 



Sx «. - - «• - - » - 5T " s ~ ° 1U ~ " 

8 5 



Thr Lys Ser Ser 
100 



(2) IN EORMATIONS POUR LA SEQ ID NO : 172: 

(i) cakacthrxstiquesdei^sequ^ce: 

A LONGUEUR: 432 acideB alines 
cr\ TYPE: acide amine 
$ CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
(viii) POSITION DANS LE GENOME: 

, • \ DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 172: 

(X1) j „ ser ne val Glu ser Gly Phe 

ser ser Ser Leu f e Pro Ala Leu Leu er ^ 

i val Ser Lys Leu Asp Ser Lys Phe Pro Gin Asp Ty ^ 

"° Thr Me t Leu Val Glu Ser Gin Leu Gly Leu 

Le u Asp Val Phe Leu Leu Thr Met 

3 5 . OQT - P 1u Ara Asn Phe Asp J-J-« 

Glu Asp val I<e u Glu ftla 60 Brg Thr val 

L y S.r L«u Il« Ol 75 ue A1 , 

S. o» « «- «-» Hi » " iS m ^ " U " l a oly 

Al, Ma Tyr SL « » <"» = 1U GW S 

" 5 £ - »i. «» - - s " Qly S ~ L ' u L * u 

S 1 Gly « ™ «V - JJJ - Gly olu 

Phe Arg Arg Ala Gly ?n 

Hi , s: .» - - -s - - ~ ™ s - r. e 

s - * - - - - - ~ h ~ : i a Gly 

His Glu Arg Asn He Phe Pro Ala Leu Trp 
Phe Ser His Glu Ary g 

180 Val S er Lys Leu Leu Pne tys 

*™ ser Asn Gin Glu Lys Thr Ala Val Ser uy 
ser Arg Ser ^ ^ ^ ^ ^ Ser 

G ln L ys Glu Ala Arg He Glu Asp ^ 

"° Phe Trp Met Arg Arg Thr Pro Ser Phe Ser Tyr 

Leu Gly Pne aj-f t ti© Glv Asp Val 

225 , ™ LVS Ur Gly V»l OlY »1« «» "» IW ° ly «! 

Gly s.r Gly cys Lys ^ ^ ^ 

Gly v.! — » «yr «Y P« «• HI °» «. 

, Gly » cy, oiy «» val W «« — ~ |f 5 

Gly Ph . Gly cy ^ ^ r pro s „ 

M p Glu Glu val ser II. » »• 300 
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Ser 


Arg 


Arg 


Thr 


Gly 


Phe 


Ser 


Tyr 


Leu 


Gin 


Asp 


Ala 


Leu 


Phe 


Ser 


Thr 


305 








310 










315 










t ■"> n 


Asn 


Ser 


Cys 


Tyr 


Arg 
325 


He 


Asp 


He 


Thr 


Glu 
330 


Gin 


Lys 


Cys 


His 


val 
335 


Ala 


Ser 


Ser 


Leu 


Asp 
340 


Arg 


Glu 


Asn 


Gin 


Asp 
345 


Ala 


Phe 


Phe 


Ala 


He 
350 


Phe 


Cys 


Lys 


Gly 


Ser 


Gin 


Cys 


Gin 


Val 


Cys 


Asn 


Gly 


Pro 


Lys 


Leu 


Arg 


Thr 


Gly 


355 










360 










365 








Ser 


Pro 
370 


Asp 


Ser 


Tyr 


Lys 


Gly 
375 


Pro 


Ala 


Tyr 


Asp 


Val 
380 


Leu 


He 


Lys 


Gly 


Glu 


Lys 


GlU 


Thr 


Val 


Arg 


He 


Leu 


Ser 


Ser 


Ser 


Pro 


His 


Met 


Glu 


He 


385 








390 










395 










400 


Phe 


Ser 


Leu 


Gin 


Gly 
405 


Lys 


Asp 


Arg 


Phe 


Trp 
410 


Gly 


Ser 


Asn 


Phe 


Leu 
415 


He 


Asn 


Leu 


Pro 


Tyr 
420 


Thr 


Gin 


Asn 


Ser 


He 
425 


Asn 


He 


Leu 


Phe 


Glu 
430 


Lys 


Ala 



(2) INFORMATIONS POUR LA SEQ ID NO: 173: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 231 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 177423 17 8115 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 173: 



Ser 


Cys 


Ser 


Cys 


Arg 


Arg 


Phe 


Ala 


Lys 


He 


Gin 


Xaa 


Gin 


Arg 


Phe 


Met 


1 






5 










10 










15 




Leu 


He 


Gly 


Gin 


Glu 


Lys 


Gly 


Cys 


Asp 


Thr 


Lys 


Ser 


Arg 


Met 


His 


Arg 






20 










25 










30 






Asn 


Phe 


Gly 


Met 


Leu 


Cys 


Pro 


Glu 


Gly 


Phe 


Arg 


Lys 


Ala 


Leu 


Arg 


Leu 






35 










40 










45 








Ala 


Lys 


Met 


Ala 


Glu 


Lys 


Phe 


Gly 


Leu 


Pro 


He 


He 


Phe 


Leu 


Val 


Asp 














55 










60 










Thr 


Pro 


Gly 


Ala 


Phe 


Pro 


Gly 


Leu 


Thr 


Ala 


Glu 


Glu 


Arg 


Gly Gin 


Gly 


65 








70 










75 










80 


Trp 


Ala 


He 


Ala 


Thr 


Asn 


Leu 


Phe 


Glu 


Leu 


Ala Arg 


Leu 


Ala 


Thr 


Pro 








85 










90 










95 




He 


He 


Val 


He 


Val 


He 


Gly 


Glu 


Gly 


Cys 


Ser 


Gly 


Gly Ala 


Leu 


Gly 








100 










105 










110 






Met 


Ala 


He 


Gly 


Asp 


Val 


Val 


Ala 


Met 


Leu 


Glu 


His 


Ser 


Tyr 


Tyr 


Ser 






115 










120 










125 








Val 


He 


Ser 


Pro 


Glu 


Gly 


Cys 


Ala 


Ser 


He 


Leu 


Trp 


Lys 


Asp 


Pro 


Lys 




130 










135 










140 










Lys 


Asn 


Ser 


Asp 


Ala 


Ala 


Ala 


Met 


Leu 


Lys 


Met 


His 


Gly 


Glu 


Asp 


Leu 


145 










150 










155 










160 


Lys 


Gly 


Phe 


Ala 


He 


Val 


Asp 


Ala 


Val 


He 


Lys 


Glu 


Pro 


He 


Gly 


Gly 






165 










17 0 










175 




Ala 


His 


His 


Asn 


Pro 


Ala 


Ala 


Thr 


Tyr 


Arg 


Ser 


Val 


Gin 


Glu 


Tyr 


Val 








180 










185 










190 






Leu 


Gin 


Glu 


Trp 


Val 


Lys 


Leu 


Lys 


Asp 


Leu 


Pro 


Val 


Glu 


Glu 


Leu 


Leu 






195 










200 










205 








Glu 


Lys 


Arg 


Tyr 


Gin 


Lys 


Phe 


Arg 


Thr 


He 


Gly 


Leu 


Tyr 


Glu 


Thr 


Ser 
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ser III Ser Asp Ser Glu Ala 

225 



220 

215 



(2) INFORMATIONS POUR LA SEQ ID NO: 174: 

, • , C ARACTER I ST I QUE S DE LA SEQUENCE : 

J SSk- 594 acides —es 

/■q\ TYPE : acide amine 

S CONFIGURATION : lineaire 

(iii) HYPOTHETIQUE: oui 

(vU1) POSITION DANS IjE GENOME: 

„ON OE „ — »■ - » ^ _ _ 

- ». - r - - s « - p 1 ; va w „ & « 

1 * nn Leu Leu Glu Gin Trp Asp Asn lie Val Giy 

Lys Asp Gin Leu ^ ^ Gly 

L eu ser Leu Pro Gin Ala An Ala Ty 

35 «h iv ? Ara Leu Ser Ala Tyr Leu Ser Giy 

Phe Asp Phe Ser Arg „ ^ 

65 Thr Thr Leu Phe Phe Gin Arg m 

Ala He Leu Lys Ser Thr g0 ^ 

ri Ala He Arg Val Ser cys Ser Leu Arg Lys Asp V* 
Leu xle Ala lie ^ ^ ^ ^ Qly 

Ala L eu Gin Thr Leu Pro Met Thr 

115 , . Asp ser Ser Met lie Aia u 

tv -n t eu Ser Ser Arg Val He Ala Asp 

»° „ t v»! » ^ ii« «- »» «• "* " r Met !S 

XI. » «. - »i ^ s „ Z ». «- CV» 

145 » al val Cys Leu Ser He Ser irp w ?5 

Le u Ala Leu Val Val Cy u , Ile Ala 

Toll Ala p b e Pro lie Phe lie Leu Pro 
val cys Leu Ala ^ ^ ^ Hig 

,r t t \rc Ala Leu Ala Lys AJ-y 2Q5 

LVS Lys vai ,ys ne Lu ^ vai tys 

ser Ala Ala Rla 1,,u 5is , £° oln W » Asn 

210 »«. oln Phe S«r Ph« ser Lys Tyr cys o 

V,l Phe A« Thr Glu o n 5 ^ ^ 

225 „ »i» Am t« Olu Olu Arg Mr Ala Val Tyr 

- S1U "* " "I „ IU ila ser » P« P^ Ala «. val 

™ « ~ 5S Z S ne Pro Pro - X! - val 

r,- Met He Gly Leu Tyr His Phe His lie 

lie Met lie ^-Ljv 280 he 

275 m To „ T -i e Tyr Asp Pro He Lys uy» 

_ ^ 0 Giy Leu Leu Tyr Leu lie iyr r 

Val Phe Cys uiy 

290 « * la Asn He Met Arg Gly Cys Ala Ala Ala 

Ala Asp Glu Asn Ala Asn 315 

305 
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Phe Tyr Glu Val 

Lys Leu Asn Glu 
340 

Val Ser Phe Gly 
355 

Leu Val Leu Lys 
370 

Ser Gly Lys Ser 
385 

Ser His Gly Glu 

Lys Asn Ser Leu 
420 

Leu Phe Tyr Asp 
435 

Leu Glu Glu Glu 
450 

Phe Val Ser Lys 
465 

Gly Lys Asn Leu 

Ala Leu Leu His 
500 

Ala Leu Asp Ala 
515 

Leu Lys Gly Arg 
530 

Leu Glu Tyr Val 
545 

Ala Glu Gly Thr 

Arg Met Trp Val 
580 

Val Lys 



Leu Asp Leu Ala 
325 

Phe Gin Gl-y Leu 

Tyr Val Glu Asp 
360 

Lys Gly Glu Ala 
375 

Thr lie Ala Lys 
390 

Leu Leu lie Asp 
405 

Arg Lys His lie 

Thr Val Trp Asn 
440 

Val Phe His Ala 
455 

Met Pro Gin Gly 
470 

Ser Gly Gly Gin 
485 

Asn Thr Ser lie 

lie Ser Glu Asn 
520 

Cys Thr Gin lie 
535 

Asp Arg lie Val 
550 

Lys Glu Glu Leu 
565 

Leu Ser Gly Ala 



Lys Gin Gin Ser 
330 

Gin His Ser lie 
345 

Ser Pro Val Leu 

lie Gly lie Val 
380 

Leu Leu Pro Arg 
395 

Ser Leu Pro lie 
410 

Gly Cys Val Leu 
425 

Asn Leu Thr Cys 

Leu Lys Gin Ala 
460 

Val His Ser Leu 
475 

Gin Gin Arg Leu 
490 

Leu Leu Leu Asp 
505 

Tyr Val Lys Glu 

lie lie Ala His 
540 

Tyr Leu Glu Gin 
555 

Leu Asp Ser Cys 
570 

Lys Asp Trp Glu 
585 



Asn Val Ser Glu 
335 

Gin Phe Cys Asn 
350 

Ser Asp Phe Asn 
365 

Gly Pro Thr Gly 

Leu Tyr Glu Val 
400 

Gin Ser Tyr Cys 
415 

Gin His Pro Phe 
430 

Gly Arg Thr Phe 
445 

His Ala Tyr Glu 

Leu Glu Glu Ser 
480 

Thr lie Ala Arg 
495 

Glu Ala Thr Ser 
510 

He Val Gly Gin 
525 

Lys Leu Ser Thr 

Gly Lys Lys He 
560 

Pro Ala Phe Gin 
575 

Leu Asn Ala Val 
590 



(2) INFORMATIONS POUR LA SEQ ID NO: 175: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 219 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME: complement ( 180048 .. 180704) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 175: 

Gin Lys Lys Pro Leu Thr Ser Leu Leu Ser Asp Gly Lys Leu Phe Leu 

15 10 15 

His Tyr Gly Arg Leu Val Val Met Phe Lys Leu Leu Leu He Phe Ala 

20 25 30 

Asp Pro Ala Glu Ala Ala Arg Thr Leu Ser Leu Phe Pro Phe Ser Leu 

35 40 45 

Asn Lys Glu Asn Phe Tyr Thr Tyr His Thr Glu Asn Val Leu Leu Asp 
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v.l M.t val L.u Lys Thr Trp oly Tyr Arg Gly val v.l oln Ala - 
!.r Pro Pro Pro Ser lly Tyr Asp Leu Trp II. Asn Ala Gly Ph. Ala 
Gly Al, Ala Asn Pro As„ II. Pro L.u Leu Lys mr Tyr Thr II. Thr 
S.r val Lys "l» L.u Thr Pro Thr Thr Ser val Glu Glu Glu L.u Glu 
val Thr Pro II. Pro Arg L.u Pro L.u A!a Gl„ Leu Thr s.r val Arg 
Ser III Tyr Arg Asp Gly Ph. His Glu His L.u Gin L.u Val Asp Met 
Si Gly Ph. Ph. II. Ala Lys G!„ Ala s.r Leu Val Ala cys Pro cys 
s.r Met II. Lys v" ser s.r Asp Tyr Thr Thr Arg Glu Gly Gl» Asp 
Ph . L.u ,ys « Asn Lys val Lys L.u ser Gin Lys L.u Al, Glu A!. 



195 200 
He Phe Pro He Tyr Ser Ser Phe He Asp Val 

215 



210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 17 6: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 256 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME : complement ( 18063 1 .. 181398 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 176: 
Met Thr Phe Ser Ala Ala Phe Ser Pro Cys Pro Asn Asp He Phe Leu 
Phe Arg Ser Phe Leu Glu Lys His Lys Gly Phe Pro Ser Leu Arg Gin 
lie Met lie IL Asp He Ser Sjr Leu Asn ^yr Tyr Ala Leu Glu Thr 
Arg Phe Pro Leu He Lys lie Ser Ala Ser Leu Tyr Pro Gin He Ala 
ASP ser Tyr Asp Val Leu Asn Val Gly Thr Thr Leu Gly Tyr Lys lie 
Oly Pro Leu lie Leu Ser Lys Gin Leu Asp Ser Pro Leu Lys Ser Leu 
Ala T*r Pro Gly flu Thr Thr Thr Ala His Ala Leu cys Arg Leu Phe 
iy r Pro Arg "la Glu Leu Val Pro Met Lys Tyr His Glu He He Pro 
Ma He Leu Ser Asn Arg Val Z Gly Gly Ala Val He His Glu Glu 
Arg Phe ser Phe Pro Lys Asp Leu Cys He Val Glu Asp Leu Gly Gin 

III Trp Glu Lys Thr S Hi, -u Pro Leu Pro Leu Gly Cys He Val 

165 1/0 
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He 


Ser 


Lys 


Lys 


Val 


Ser 


Asp 


Asp 


Asp 


Ser 


Tyr 


Leu 


Leu 


Ser 


His 


Ala 








180 










185 










190 






Leu 


Gin 


Glu 


Ser 


Leu 


Lys 


Lys 


Ser 


Leu 


Thr 


Asp 


Ser 


Ala 


Leu 


Ala 


He 






195 










200 










205 








Gin 


Lys 


Ala 


Ser 


Glu 


Tyr 


Ser 


Arg 


Asp 


Lys 


Asn 


Pro 


Thr 


Thr 


He 


Gin 




210 










215 










220 










His 


Phe 


He 


Asp 


Thr 


Tyr 


Val 


Thr 


Glu 


Glu 


Thr 


Phe 


Asn 


Leu 


Ser 


Ser 


225 










230 










235 










240 


He 


Gly Arg 


Gin 


Ala 


Phe 


Ser 


Thr 


Leu 


Trp 


Thr 


Ala 


Cys 


Arg 


Asn 


Val 










245 










250 










255 





(2) INFORMATIONS POUR LA SEQ ID NO: 177: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 33 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 1813 98 .. 182414 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 177: 



Phe 


Pro 


Tyr 


Gin 


He 


Gin 


Gin 


Asn 


Gin 


Arg 


Asp 


Thr 


Thr 


Ala 


Arg 


Leu 


1 






5 










10 










15 




Leu 


His 


Leu 


Val 


Asn 


Arg 


Asp 


He 


Asp 


He 


Pro 


Gly 


Phe 


Gly Met 


Asp 








20 










25 










30 






Glu 


Glu 


Gin 


Asn 


He 


He 


Phe 


Tyr 


Arg 


Leu 


Val 


He 


Pro 


Cys 


Leu 


Lys 






35 










40 










45 








Gly 


Glu 


He 


Asn 


Glu 


Asp 


Leu 


Leu 


Arg 


Val 


Tyr 


He 


Asp 


Thr 


He 


Lys 


50 










55 










60 










Leu 


He 


Cys 


Asp 


Ser 


Phe 


Phe 


His 


Ala 


He 


Gly 


Leu 


He 


Ser 


Thr 


Gly 


65 








70 










75 










80 


Asn 


Met 


Asp 


Leu 


Asp 


Glu 


Leu 


Lys 


Lys 


Gin 


Ala 


Lys 


Leu 


Glu 


Asn 


Asn 








85 










90 










95 




Gin 


Ser 


Asp 


Gin 


Leu 


Glu 


Xaa 


Leu 


Glu 


Glu 


Leu 


Val 


Pro 


Ala 


Leu 


He 








100 










105 










110 






Phe 


Tyr 


Asp 


Thr 


Glu 


Thr 


Thr 


Gly 


Thr 


Gin 


He 


Asp 


Lys 


Asp 


Arg 


He 




115 










120 










125 








Val 


Glu 


Leu 


Ala 


Ala 


Tyr 


Asn 


Gly 


Thr 


Thr 


Ser 


Glu 


Ser 


Phe 


Gin 


Thr 




130 










135 










140 










Leu 


Val 


Asn 


Pro 


Glu 


He 


Pro 


He 


Pro 


Ala 


Glu 


Ala 


Thr 


.Lys 


He 


His 


145 










150 










155 










160 


Gly 


He 


Thr 


Thr 


Ala 


Glu 


Val 


Ala 


Asp 


Ala 


Pro 


Arg 


Phe 


Pro 


Glu 


Ala 








165 










170 










175 




Tyr 


Gin 


Lys 


Phe 


He 


Glu 


Phe 


Cys 


Gly 


Thr 


Asp 


Asn 


He 


Leu 


Val 


Ala 




180 










185 










190 






His 


Asn 


Asn 


Asn 


Ala 


Phe 


Asp 


Tyr 


Pro 


Leu 


Leu 


Val 


Arg 


Glu 


Cys 


Arg 






195 










200 










205 








Arg 


His 


Gly 


Leu 


Ser 


Glu 


Pro 


Gin 


Leu 


Arg 


Thr 


He 


Asp 


Ser 


Leu 


Lys 


210 










215 










220 










Trp 


Ala 


Lys 


Lys 


Tyr 


Arg 


Thr 


Asp 


Leu 


Pro 


Gin 


His 


Ser 


Leu 


Gin 


Tyr 


225 










230 










235 










240 


Leu 


Arg 


Gin 


Val 


Tyr 


Gly 


Phe 


Glu 


Glu 


Asn 


Gin 


Ala 


His 


Arg 


Ala 


Leu 








245 










250 










255 




Asp 


Asp 


Val 


He 


Thr 


Leu 


Tyr 


Arg 


Val 


Phe 


Ser 


Ala 


Leu 


Val 


Gly Asp 



957 



L eu Ser Pro Asp Oln lie Tyr Asp Leu Leu Asn Glu Thr Cys His Pro 

Arg lie Phe Lys Met Pro Phe fly Lys Tyr Lys Gly Lys Pro Leu Ser 

Olu III Pro ser Ser Tyr lie Ala Trp Leu Gin Lys Oly Asp Tyr Leu 

III Gin Pro Olu Asn Lys Olu He Lys Ala Ala He Olu Ala Tyr Oln 
325 3JU 

Gin Leu Lys 



(2) INFORMATIONS POUR LA SEQ ID NO: 178: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 248 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME : 182913 .. 183656 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 178: 

Met lie Val Ala Asp Phe Glu Tyr Phe Gly Leu Ser Asp Val Gly Leu 
Val Arg His Asn Ln Glu Asp Phe Trp Gin Val Asn Tyr Asp Ser Gin 
Leu He Ala fie Ala Asp Gly Met Gly Gly His Arg Ala Gly Ala Val 
Ala Ser Tyr Glu Ala Val Gly Asn Leu Met Gin Leu Val Asp Leu His 
L ys val Asp Leu Glu Arg Phe Gly Asp Glu Gin Tyr Lys Olu Ser lie 
Us Thr lie Val Ser llu Val Asn Leu Leu lie Tyr Arg Gin Gly Leu 
Ser Asn Glu Glu Phe Lys Gly Met Gly Thr Thr Leu Ser cys Met Gin 
Pne Arg Arg lly Lys Ala Trp Leu Phe His Val Gly Asp cys Arg Val 
Ty r Arg Leu Arg Asn Lys Met Leu Glu Arg Leu Thr Glu Asp His Ser 
L eu "la Asn His Leu Ala III Arg Tyr Gly Leu Ser Lys Gin Ser Val 
Lys Arg ^r Pro Gly Arg Asn Val Leu Thr Asn Val Leu Gly Ser Arg 
Pro His val ser Leu Asp He Arg Glu Met Ser ^ Olu Lys Glu Asp 
Leu Phe val Phe Cys Ser Asp Oly Leu Thr Ser Ala Val Ser Asp His 
Asp Met Leu Asp He Leu Thr oln Thr Thr Thr Leu Glu Glu oly Gly 
Asn He Leu He Ser Leu III Asn Ser Arg Oly oly Arg Asp Asn Ala 

TTfl Z J 3 



225 230 
Thr Val He Leu Val Arg Met Arg 
245 



958 



(2) INFORMATIONS POUR LA SEQ ID NO : 17 9: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 374 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 183 665 184786 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 179: 



Met 


Thr 


He 


Tyr 


Leu 


Asp 


Thr 


Asn 


Ala 


Ser 


Ala 


Leu 


Leu 


Glu 


Pro 


Gly 


1 








5 










10 










15 




Val 


Leu 


Met 


Cys 


Leu 


His 


Ser 


Leu 


Phe 


He 


Gly Glu 


Gly 


Gly 


Phe 


Gly 








20 










25 










30 






Asn 


Pro 


Ser 


Ser 


Val 


His 


Ser 


Phe 


Gly 


Lys 


Lys 


Thr 


Lys 


Lys 


Leu 


Val 






35 










40 










45 








Lys 


C?lu 


Thr 


Ser 


Thr 


Leu 


He 


GlU 


Lys 


Ala 


Leu 


Gly 


Phe 


Ser 


His 


Cys 


50 










55 










60 










Arg 


Val 


He 


Tyr 


Thr 


Ser 


Gly Ala 


Thr 


Glu 


Ser 


Leu 


Asn 


Leu 


Ala 


He 


65 










70 










75 










80 


Gin 


Asn 


He 


Pro 


Thr 


Gly 


Ser 


His 


Val 


He 


Thr 


Ser 


Ser 


Met 


Glu 


His 










85 










90 










95 




Pro 


Ala 


Val 


He 


Glu 


Pro 


Leu 


Lys 


Gin 


Ala 


Lys 


Leu 


Ser 


Val 


Thr 


Tyr 








100 










105 










110 






Leu 


Asp 


Pro 


He 


Pro 


Gly 


Glu 


Cys 


Val 


Val 


Ser 


Leu 


Glu 


Gin 


He 


Lys 






115 










120 










125 








Glu 


Ala 


Val 


Gin 


Ser 


Asp 


Thr 


Ser 


Ala 


He 


Val 


Leu 


Gly 


Trp 


Val 


Asn 




130 










135 










140 










Ser 


Glu 


Val 


Gly Val 


Arg 


He 


Asp 


Leu 


Glu 


Ala 


He 


Ala 


Glu 


Phe 


Ala 


145 










150 










155 










160 


Lys 


Glu 


Arg 


Gin 


Leu 


Leu 


Leu 


He 


Val 


Asp 


Ala 


Thr 


Ala 


He 


Val 


Gly 








165 










170 










175 




Lys 


Glu 


Val 


He 


His 


He 


Pro 


Glu 


Gly 


Val 


Ser 


Met 


Val 


Ala 


Phe 


Ser 






180 










185 










190 






Gly 


His 


Lys 


Phe 


His 


Ala 


Leu 


Ser 


Gly 


He 


Gly Val 


Leu 


Leu 


Thr 


Ser 






195 










200 










205 








Pro 


Lys 


He 


Lys 


He 


Ser 


Pro 


He 


He 


Ser 


Gly 


Gly 


Gly 


Gin 


Gin 


Gly 




210 










215 










220 










Gly 


He 


Arg 


Ser 


Gly 


Thr 


Glu 


His 


He 


His 


Gly 


He 


Ala 


Ser 


Leu 


Arg 


225 










230 










235 










240 


Tyr 


He 


Phe 


Ser 


Lys 


Leu 


Leu 


Val 


Glu 


Gin 


Pro 


Ala 


He 


Ala 


Gin 


Thr 








245 










250 










255 




Met 


Arg 


Ser 


Tyr 


Arg 


Asp 


Leu 


Phe 


Glu 


Ser 


Arg 


He 


Gin 


Glu 


Ala 


Phe 








260 










265 










270 






Pro 


Glu 


Cys 


He 


Val 


His 


Cys 


Gin 


Asp 


Lys 


Pro 


Arg 


Val 


Ser 


Asn 


Leu 






275 










280 










285 








Ser 


Ala 


He 


Ala 


Phe 


Pro 


Gly 


Leu 


Glu 


Gly 


Glu 


Val 


Met 


Gin 


He 


Ala 




290 










295 










300 










Leu 


Asp 


Leu 


Glu 


Gly Val 


Ala 


Cys 


Gly 


Tyr 


Gly 


Ser 


Ala 


Cys 


Ser 


Ser 


305 










310 










315 










320 


Gly Ala 


Thr 


Thr 


Val 


Phe 


Lys 


Ser 


Leu 


Thr 


Val 


Met 


Lys 


Val 


Pro 


Gin 










325 










330 










335 




Asp 


Leu 


Ala 


Val 


Ala 


Thr 


Leu 


Arg 


Phe 


Ser 


Phe 


Ser 


Tyr 


Leu 


Leu 


Ser 
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345 350 



01U Olu Glu I" Leu Thr Ala Ma Gin Arg Val Xle Arg Val Val Lys 

355 360 
His Leu Gin Gin Tyr Ala 
370 

(2) INFORMATIONS POUR LA SEQ ID NO: 180: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 389 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viil) POSITION DANS LE GENOME: complement (184796 .. 185962) 
( Xi ) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 180: 

C ys lie Phe Val Gin Gly Phe Phe Ser Met Met Glu Met Ala Cys Val 
Ser Phe Asn Arg Val Arg Leu Gin Tyr Tyr Leu Thr Lys Ser Asn Lys 
L ys Ala Ser ^r He Asn Phe Leu He Arg Arg Pro Tyr Arg Leu Phe 
Oly Thr 111 Met Leu Gly Val Asn He Ala Leu Gin He Gly Ser Glu 
Ser Ser Arg Thr Cys Tyr Lys Leu Leu Gly lie Ser Pro Glu Tyr Ala 
Pro A la Thr Gin He He Leu Val Val He Phe Ala Glu Leu He Pro 
L eu Ala lie Ser Arg Lys He Pro Glu Lys He Ala Leu Lys Gly Ala 
Pro lie Leu £i Phe Ala His Tyr Leu Phe Tyr Pro Leu He Gin Cys 
val Gly HI He Thr Asn Met He Tyr Phe He Leu Asn He Lys Glu 
Olu Thr lie His ser Thr Leu Ser Arg Asp Glu Leu Gin Lys Thr Leu 
III Thr His His Glu Glu His Asp Phe Asn Val He Ala Thr Asn He 
Ph e ser Leu Ser HI Thr Ser Val Glu Gin Val Cys Gin Tyr Leu Asp 
Cln lie Pro He Leu Ser Ala Thr Ala Ser Val Arg Asp Val Cys Gin 
L eu val Arg Arg His Arg Leu Asp Phe Val Pro Val Tyr His Lys Val 
Lys Lys Asn val Val Gly fie Ala Phe Pro Lys^ Asn Leu He Asn Arg 
Asn Pro ser Asp Pro III Val Pro Tyr Leu Ser Ser Pro Trp Phe He 
Thr Ala Lys Ser Lys Leu lie His Ala He Gin Glu Phe Arg Lys Asn 
ser ser Lys III Ala lie val Leu Asn Asn Asn Gly Glu Pro Met Gly 
Val Leu fly Leu His Thr Val Phe Lys Thr Leu Phe Asn Thr Arg Asn 



290 
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lie Thr Gin Leu Lys Pro Lys Pro 
305 310 
Ser Gly Asn Thr Pro Leu Ser Glu 
325 

Phe Met Asp Asn Asp Cys Thr Thr 
340 

Leu Asp Thr Pro Pro Glu Val Gly 
355 360 
Leu Leu Glu Val Lys Glu lie Ser 

370 375 
lie Lys Asp Thr Leu 
385 



Thr Ser Leu lie Glu Arg Thr Phe 
315 320 
lie Glu Asn Glu Leu Asp lie lie 

330 335 
lie Glu Gin Leu Met Leu Lys Leu 
345 350 
Ala Ser lie lie lie Asn Asp Leu 
365 

Leu Tyr Gly lie Lys Thr Val Ala 
380 



(2) INFORMATIONS POUR LA SEQ ID NO : 181: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 283 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 18 6000 186848 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 181: 

Lys Phe Arg Pro lie Phe Asp Trp Ala lie Ser Gly lie Asn Phe lie 

1 5 10 15 

Val Gin Lys Met Leu Ala Arg Gin Glu Ser Asp Phe lie Gin Pro Gin 

20 25 30 

Glu Leu Lys Glu Val Leu Arg Ser Cys Lys Asp Phe Gly Val Val Asn 

35 40 45 

His Glu Glu Ser Arg Leu Leu Phe Gly Tyr Leu Ser Met Glu Glu Gly 

50 55 60 

Ser lie Lys Glu Arg Met Thr Pro Lys Gin Glu lie lie Phe Tyr Asp 
65 70 75 80 

Val Leu Thr Pro lie Glu Asn Leu Tyr Lys Leu Phe Ser Gly Pro Lys 

85 90 95 

Gin Ser Tyr Ser Lys Val Leu Val Cys Lys Gly Gly Leu Gin Asn Leu 

100 105 HO 

Leu Gly Val Cys Ser Ala Lys Leu Leu Leu Leu Tyr Lys Glu Lys Leu 

115 120 125 

Gin Ser Ala Glu Glu Leu Leu Pro Leu Leu Arg Lys Pro His Tyr lie 

130 135 140 

Pro Glu Thr Val Ser Ala Lys Thr Ala Leu Tyr His Leu Ala Gly Glu 
145 150 155 160 

Asp Cys Gly Leu Gly He He He Asp Glu Tyr Gly Ser He Glu Gly 

165 170 175 

Leu He Thr Gin Asn Asp Leu Phe Lys He Val Ser Asp Glu Val Ala 

180 185 190 

His Asn Arg Pro Ser Phe Lys Gin Phe Ala His Ser Asp Lys Asn Val 

195 200 205 

Val He Ala Ala Gly Thr Tyr Glu Leu Ser Asp Phe Tyr Asp Leu Phe 

210 215 220 

Gly Val Asp Leu Pro Thr Thr Ala Asn Cys Val Thr He Gly Gly Trp 
225 230 235 240 

Leu Thr Glu Gin Leu Gly Glu He Pro Glu Thr Gly Thr Lys Phe Ala 



961 



250 255 



Trp Oly Cl„ Ph. SI Ph. ol„ .» J- «p ,1, Ala «o Asn cys V,! 
Lys Arg Val £y" He *« Lys Thr His oly Asn 



275 



(2) INFORMATIONS POUR LA SEQ ID NO: 182: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 17 4 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viil) POSITION DANS LE GENOME: complect ( 186749 .. 187270, 
(Xl) DESCRIPTION DE LA SEQUENCE , SEQ ID NO, 182, 
s.r Oly s.r Ala His Asn Asn P.. Asn «. «« Ph. ser s.r AI. II. 
1.1 lie Leu Thr La II. Ph. V.1 L.u cys s.r Oly Ph. Val s.r L.u 
s.r Hi. II. S. Leu Ph. s.r L.u Pro S.r s.r L.u II. Ala His Tyr 
s.r His s.r Lys Ash Ar 9 cln L.u Ar g olh II. Ala As„ L.u Met AI, 
Tyr Pro Asn His L.u L.u II. Thr L.u Val Ph. Ph. Asp II. ol, II. 
aL II. Oly -1 oi„ Asn cys II. Ai. Thr L.u V,l oly Asp s.r Ala 
S.r L.u Leu Leu Sr val Oly val Pro L.u AI, L.u Thr L« Val L.u 

100 „ -. ti= n a Tie Pro Tyr Asn Ala Arg lie 

Gly Glu lie val Pro Lys Val lie Ala He Y ^ 

val Thr Pro He lie Phe Ala Ser Thr Lys Ser Ser Ala 

Ala Lys He Val inr *-ru x 14Q 

L eu Sr Leu xl. Oly Leu Ser Ar 9 Val Ser lie Leu Ser Phe Ar 9 Lys 
%l Trp Pro Val Lys Lys Val He Leu Phe Asn Pro Lys Asn 



(2) INFORMATIONS POUR LA SEQ ID NO: 183: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 128 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(Viii, POSITION DANS LE GENOME: 187426 .. 187809 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 183: 
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He 


Met 


Glu 


Glu 


Lys 


Gly 


He 


Leu 


Gin 


Leu 


Val 


Glu 


He 


Ser 


Arg 


Ala 


1 








5 










10 










15 




Met 


Ala 


Leu 


Gin 
20 


Gly 


Val 


Cys 


Pro 


Trp 
25 


Thr 


Asn 


Leu 


Gin 


Ser 
30 


Val 


Glu 


Ser 


Met 


Leu 
35 


Gin 


Tyr 


He 


Ala 


Gly 
40 


Glu 


Cys 


Gin 


Glu 


Leu 
45 


Ala 


Asp 


Ala 


Val 


Gin 
50 


Glu 


Asn 


Lys 


Ala 


Ser 
55 


Leu 


Glu 


He 


Ala 


Ser 
60 


Glu 


Ala 


Gly 


Asp 


Val 


Leu 


Thr 


Leu 


Val 


Leu 


Thr 


Leu 


Cys 


Phe 


Leu 


Leu 


Glu 


Arg 


GlU 


Gly 


65 










70 










75 










80 


Lys 


Leu 


Lys 


Ala 


Glu 


Glu 


Val 


Phe 


Val 


Glu 


Ala 


Leu 


Ala 


Lys 


Leu 


Arg 






85 










90 










95 




Arg 


Arg 


Ser 


Pro 


His 


Val 


Phe 


Asp 


Pro 


His 


Asn 


Gin 


He 


Ser 


Leu 


Glu 




100 










105 










110 






Gin 


Ala 


Glu 
115 


Glu 


Tyr 


Trp 


Ala 


Arg 
120 


He 


Lys 


Gin 


Gin 


Glu 
125 


Lys 


He 


Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 184: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 228 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 1887 98 189481 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 184: 



Gly 


His 


Lys 


He 


Glu 


Ser* 


He 


Phe 


Ser 


Leu 


Ser 


Cys 


Val 


Met 


Arg 


Lys 


1 






5 










10 










15 




Phe 


Trp 


Leu 


Leu 


Ala 


Ser 


Phe 


Gly 


Leu 


Leu 


Ser 


Leu 


Thr 


Thr 


Thr 


Thr 






20 










25 










30 






Leu 


Ser 


Ser 


Cys 


Ala 


Val 


Ser 


Asn 


Ser 


Gly 


Ser 


Tyr 


Asn 


Ala 


Arg 


Leu 






35 








40 










45 








Tyr 


Thr 


Lys 


Gly 


Ser 


Lys 


Ala 


Lys 


Gly 


Val 


Val 


Ala 


Met 


Leu 


Pro 


Val 


50 










55 










60 










Phe 


Tyr 


Arg 


Thr 


Glu 


Lys 


Ser 


Ala 


Glu 


Leu 


Leu 


Pro 


Trp 


Asn 


Leu 


Gin 


65 






70 










75 










80 


Ala 


Glu 


Phe 


Ser 


Glu 


Glu 


He 


Ser 


Arg 


Arg 


Leu 


His 


Ser 


Ser 


Asp 


Lys 










85 










90 










95 




Leu 


Leu 


Leu 


He 


Xaa 


Xaa 


His 


Ala 


Ser 


Ala 


Gly 


Val 


Ala 


Ala 


Gin 


Phe 








100 










105 










110 






Phe 


Ser 


Pro 


Thr 


Pro 


Asn 


He 


Ser 


Pro 


Glu 


Leu 


Ala 


Thr 


Gin 


Leu 


Leu 






115 










120 










125 








Pro 


Ala 


Glu 


Phe 


Val 


Val 


Ala 


Ala 


Glu 


He 


Leu 


Glu 


Gin 


Lys 


Thr 


Thr 




130 










135 










140 








Val 


Glu 


Asp 


Val 


Leu 


Asn 


Pro 


Ser 


He 


Ser 


Ala 


Ser 


Val 


Arg 


Val 


Arg 


145 








150 










155 










160 


Phe 


Asp 


He 


Arg 


His 


Asn 


Lys 


Val 


Ser 


Met 


He 


Tyr 


Gin 


Glu 


He 


Leu 






165 










170 










175 




Asp 


Ala 


Ser 


Gin 


Ser 


Leu 


Ala 


Ser 


Gly 


Ser 


Asn 


Asp 


Tyr 


His 


Arg 


Tyr 






180 










185 










190 




His 


Gly 


Trp 


Arg 


Ser 


Lys 


Asn 


Phe 


Asp 


Ser 


Thr 


Pro 


Met 


Gly 


Leu 


Met 


195 










200 










205 








Gin 


Arg 


Leu 


Phe 


Arg 


Glu 


He 


Val 


Ala 


Arg 


Val 


Glu 


Gly 


Tyr 


Val 


Cys 
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220 

215 

210 

Ala Asn Tyr Ser 
225 



,„ nWWIO- POUR « ™ » »» 

a, c« ISTr s - - S r =- 

(A) LONGUEUR: 220 aciae* 
1 „,vbo. acide amine 

(ill) HYPOTHETIOUE. oui 

val ». hu « r «■ - - ~ p u t M Gly u. - 

1 • T<=u ler Trp Tyr Gly He Phe Ser ^ 

oly L " E 1 -V ». - - - - sr ws MP 

Le u ser Ser Phe Ser 40 lu Asn Ph e Ala Leu 

„ olu Su W . »• «» ~ «• - ~ - S . ^ ^ vsl 

ow 5 ^ „u - - - - ow ?? SK Gltt I18 IW S. 

65 , Cor p he Tyr Phe Glu Asn Pro Ser ^ 

Phe Tyr Gly Gly ser Phe Ty val 
~w t «i Ser Ser His Gly Ala Vai ^ 

105 Arg Lys Leu Pro Met 

n lis Val Phe Ser Arg Leu His i 
He Trp Ala Ala Val V ^ ^ Qly cys 

115 Tie cvs Asp Leu cys Gly Ala v 

Le u ser Val Thr Tyr He cys A p 4 o ^ 

Ala Aia Leu Leu He Arg Val Gly As, Phe £ ,0 

E - - ~ S - - - 7 H ^ 1 - ~ s . 

Ira His Pro Val Gin Leu Tyr 
Gly Gin He Pro Arg His ig5 ^ 

Ila vax S »x ~ - & - G1 " S 

210 

i«i TYPE- acide amine 

J?, CONFIGURATION : Uneaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 19 023 5 1 9 0510 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 186: 



Thr 


Ser 


Cys 


Ser 


Ala 


Leu 


Arg 


Arg 


Pro 


Trp 


Leu 


Phe 


Ser 


Ala 


Phe 


Leu 


1 






5 










10 










15 




Tyr 


Ser 


Val 


Gin 


Ala 


Leu 


Ala 


He 


Val 


Val 


Leu 


Tyr 


Arg 


Leu 


Gly 


Ser 






20 










25 










30 






Gly 


Tyr 


Ser 


Ala 


Ala 


Gly 


Ala 


Leu 


He 


Gly 


Val 


Ala 


Val 


He 


Arg 


Phe 


35 










40 










45 








Cys 


Ala 


Glu 


Phe 


Phe 


Lys 


Thr 


His 


Gin 


Gly 


Ala 


Trp 


Leu Gly Glu 


Glu 


50 










55 










60 










Asn 


He 


Leu 


Thr 


He 


Gly 


Gin 


Trp 


Leu 


Ser 


He 


Pro 


Met 


Val 


Phe 


Leu 


65 










70 










75 










80 


Gly Val 


Gly 


He 


He 


Trp 


He 


Ala 


Ser 


Lys 


Lys 


Lys 


















85 










90 















(2) INFORMATIONS POUR LA SEQ ID NO: 187: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 334 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 190785 .. 191786 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 187: 



Glu 


Arg 


Gly 


Phe 


Pro 


Pro 


His 


Arg 


Glu 


Asn 


Pro 


Pro 


Arg 


Met 


Arg 


Met 


1 




5 










10 










15 




Asn 


Lys 


Arg 


Thr 


Leu 


Leu 


Phe 


Val 


Ser 


Leu 


Val 


Ser 


Ala 


Ala 


Phe 


Leu 




20 










25 










30 






Gly 


Cys 


Gin 


He 


Phe 


Phe 


Gly 


Tyr 


Arg 


Asp 


Leu 


Lys 


Ser 


Cys 


Gin 


Asp 


35 










40 










45 








Leu 


Ala 


Glu 


Lys 


Gin 


Arg 


Ala 


He 


Ser 


Glu 


Gin 


He 


Leu 


Ala 


Ser 


Thr 




50 










55 










60 










Glu 


Gin 


Leu 


Ser 


Val 


Val 


Pro 


Trp 


Thr 


Ala 


Ser 


Leu 


Glu 


Glu 


Ser 


Glu 


65 










70 










75 










80 


Ser 


Val 


Asn 


Gin 


Tyr 


Ala 


He 


Arg 


Leu 


Gly 


Asn 


Arg 


Leu 


Leu 


Leu 


Leu 










85 










90 










95 




Thr 


Lys 


Gly 


Gly 


Ser 


His 


Pro 


Glu 


Val 


Tyr 


Ser 


Arg Gly 


Thr 


Ser 


Trp 




100 










105 










110 






Ser 


Leu 


He 


Glu 


Gin 


Thr 


Ser 


Thr 


Phe 


Gly 


Gly 


He 


Leu 


Val 


Ser 


Leu 






115 










120 










125 








Tyr 


Gly 


Glu 


Thr 


Gly 


Gin 


Glu 


Val 


Leu 


Ser 


Lys 


Gly 


Ser 


Ser 


Val 


Tyr 


130 










135 










140 










Leu 


Pro 


Asn 


Gin 


Arg 


Asp 


Ala 


Phe 


Pro 


Val 


Leu 


Val 


Ala 


Glu 


Phe 


Arg 


145 










150 










155 










160 


Ser 


Asn 


Gin 


Glu 


Pro 


Leu 


Val 


Phe 


Leu 


Gly 


Glu 


Tyr 


Lys 


Asp 


Gly 


Lys 










165 










170 










175 




He 


Ala 


Asn 


Lys 


Ala 


Gly Ala 


He 


Tyr 


Gly 


Thr 


Ser 


Leu 


Val 


Phe 


Leu 








180 










185 










190 






Asn 


Thr 


Gly 


Asn 


Glu 


Phe 


Val 


Pro 


Leu 


Gly 


He 


Tyr 


Asn 


Ser 


Lys 


Glu 






195 










200 










205 








Glu 


Cys 


Val 


Glu 


Ser 


Leu 


Asp 


Leu 


Pro 


Met 


Ala 


Arg 


Ala 


Val 


Val 


Phe 
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Pro 2 £ Ala ser Gly Ser Tyr Tyr Met Leu S« 
Ala Asp Lys Glu Asn Pro Thr ^ ^ 

225 wot Gin He Val Val Ser Gin Glu Ser y ^ 

Asn Glu Tyr Met Gin ^ ^ ^ ^ 

t«i Pro Phe Ala Ser Asp Gin tax 7Q 

«y "« »» M3 J£ «. ii. » s « «• ser 

val » »« xi. «y - »P $™ s „ »» Mg Q1 » » 

275 cl Thr He Asp Ser Gin Arg 

olB Ma s.r «*• «" *i ™ „ Kg w Thr 

„ fi°. M» V,! V«l «V «V ^ Tyr Pro WU 
X| Ma » ^ ^ ^ ^ Qln al , 

» s.r ft=P val W. W» »rs JB0 

(A \ LONGUEUR: 225 aciae 

TYPE * acide amine 
S cSlGURATION- linea.re 

(iii) HYPOTHETIQUE: oui 

DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 188: 
(xl) DESCRIPTI a ^ ^ phe 

n riv Arg Glu Leu Ala Ser i?r l5 

Asn He Val Ser Oly Arg 1Q ^ 

1 „ i ser Phe Asp Asn Lys Thr Leu He Leu Gl 

2S pro ^ Ala Phe 

^ r Tie Arg Lys Thr Tyr ser Leu oly gi 45 
Gly Gly He Arg m Q le ^ 

3S , Tie Gin Thr Thr Gin Gly Arg Glu Asp Leu Trp 
Glu Leu Glu He Gin Th 60 Ala 

50 n . Glu Ile Met Ser Asn Ala Phe v 

ser oly val Pro Glu Val 

65 „•« Ala Val Lys Lys Asn Lys Ser asp g5 

Val Lys Tyr His Ala Val '° u Val Ar g Asn Asn Ala Thr 

o ^ tvs Ala Lys Asp Ser Leu Leu va 

PI „ sin Trp .1. «■ S « S ^ s „ S ne Pro oly 

115 al5> Glv Tyr Ala Ser Ser Phe iw 

Pro Arg Thr Pro He Pro Ala Gly Ty 

I 30 ^ Ar a Leu Ser Gin Leu Pro Pro Lys Asp 

Asn val val Pro Thr Arg 55 ^ ^ prQ 

145 , tvs Tyr Pro Gly Tyr Thr Ala we ^ 

Tyr Pro Ala Ser Lys Tyr 17Q ^ 

I° b val Tvr Ala Giy f iU 

riv Arg Tyr Gin Phe Met vai iy g0 
Lys Glu Ala Gly Arg y 5 

180 Ara Leu Thr Arg He Leu uy 

t^t- Leu Lys Thr Leu Asp Arg Leu 
As p Pro Thr Leu Ly 2Q0 v&1 

lys M u E - n. «- ~ « - - ~ SS 
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Leu 
225 



(2) INFORMATIONS POUR LA SEQ ID NO : 189: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 264 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1923 92 193 183 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 189: 

Thr Asn Ala Asn Ser Lys Gly Glu Thr Pro Glu Tyr lie Asp Ala lie 

15 10 15 

Ala Phe Arg Gly Phe Phe Ser Phe lie Thr Glu Pro Phe Ala Ala Leu 

20 25 30 

Leu Phe Val He Met Lys Phe Phe Lys Phe Leu Thr Gly Ser Trp Gly 

35 40 45 

He Ser lie He Leu Leu Thr He Val Leu Lys Leu Leu Leu Tyr Pro 

50 55 60 

Leu Asn Ala Trp Ser He Arg Ser Met Arg Arg Met Gin Lys Leu Ser 
65 70 75 80 

Pro Tyr lie Gin Glu He Gin Gin Lys Tyr Lys Arg Glu Pro Lys Arg 

85 90 95 

Ala Gin Met Glu He Met Ala Leu Tyr Lys Met Asn Lys Val Asn Pro 

100 105 HO 

He Thr Gly Cys Leu Pro Leu Leu He Gin He Pro Phe Leu He Ala 

115 120 125 

Met Phe Asp Leu Leu Lys Ser Ser Phe Leu Leu Arg Gly Ala Ser Phe 

130 135 140 

He Pro Gly Trp He Asp Asn Leu Thr Ala Pro Asp Val Leu Phe Ser 
145 150 155 160 

Trp Glu Thr Pro He Trp Phe He Gly Lys Glu Phe His Leu Leu Pro 

165 170 175 

He Leu Leu Gly Val Val Met Phe Ala Gin Gin Lys He Ser Ala Val 

180 185 190 

Lys Arg Ser Gly Pro Ala Ser Asp Gin Gin Arg Gin Gin Glu Ala Met 

195 200 205 

Gly Thr Met Met Ala Leu Leu Phe Thr Phe Met Phe Tyr Asn Phe Pro 

210 215 220 

Ser Gly Leu Asn He Tyr Trp Phe Ser Ser Met Leu Leu Gly Val He 
225 230 235 240 

Gin Gin Trp Val Thr Asn Lys He Leu Asp Glu Gin His Leu Gin His 

245 250 255 

Glu Val He He Asn Lys Lys Arg 
260 



(2) INFORMATIONS POUR LA SEQ ID NO: 19 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 459 acides amines 

(B) TYPE: acide amin£ 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE : oui 

(Viii) POSITION DANS IE GENOME : 193254 .. 194630 

(Xil DESCRIPTION DE LA SEQUENCE : SEQ ID NO, 190, 

Asp ser Ph. M.t Arg A!, Trp ol« olu Ph. — — — «» «" 

olu II. oly val Lp » V.1 Asn Lys Trp L.u Arg s.r L.u Lys ™1 

L.u cys Ph. Asp Al. Cys Asn L.u Tyr Leu olu -P ~ ~ 

oin V,! tL Trp Ph. Olu Olu His II. Arg His Lys V.1 Lys Ala s.r 

l.u n. » »» « «y ^ «• Ila M » *f V>1 ™ S " ST 

Asp Lys Ser Thr Pro 11 Lys Asp Thr Gin II. «- «- «" Lys Thr 
Ala Tyr Ph. Thr M.t Lys Tyr oly Asp II. A,p Pro Asn M.t s.r Ph. 
Al, Asn Ph. Ill V,l Thr Pro olu Asn Asp Leu Pro val Ar a II. L.u 
cin Cl„ S£ Ala Ly, val s.r olu oln Oly Lys oly Ph. Pro Ph. Asn 
Pro lie Tyr L.u Ph. oly Pro Olu s.r s.r Oly Lys Thr His L.u »t 
Gin Ala Al. « Oly III L.u Ar, olu Al. oly Val Ly. Thr L.u Tyr 
Val Thr s.r Olu L.u Ph. Thr olu Hi. L.u Val s.r Al. .1. Arg s.r 
Oly Olu M.t III Ar 9 Ph. Arg Al. Ph. Tyr Arg Asn »1 olu Al. L.u 
PM II. Ill Asp II. Olu val L.u s.r Oly Lys Oly Al. Thr oln olu 
Olu Pn. Ph. His Thr Ph. xa. s.r L.u His Thr olu oly Lys L.u II. 
v" II. S.r s.r Thr Al. Pro oly Asp L.u Lys Al. M.t olu Olu 
Arg L.u II. S.r Arg Ph. Olu Trp oly II. S.r II. Pro Val s.r Pro 
L.u Thr Arg III Oly L.u ,ys s.r Ph. L.u olu Arg Arg II. olu Lys 
L.u Asn fl. Arg lie Olu Olu Thr Al. L.u Asp Ph. L.u II. oln Al. 

290 V T =„ Ton His Ala Leu Thr Thr Leu Ala 

Leu Ser Ser His Val Lys Ser Leu Leu His Ala u ^ 

Lys Arg v.1 Al. Tyr Lys Lys Leu s.r Hi. oln M.t L.u Tyr oln oly 
Asp II. Olu Al. L.u Leu His Asp val L.u oln Ala Al. olu ser II. 
Ara Leu Thr Pro s.r cly II. val Arg Ala Thr Al. oln Tyr Tyr oly 
val ser III olu Ser V.1 L.u oly Arg Ser oln s.r Arg Olu -Pyr v.1 
L.u Pro Arg oln v.1 Ala M.t Ph. L.u cys Arg oln Lys L.u Ser L.u 



385 
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Ser 


Tyr 


Val 


Lys 


He 


Gly Glu Val 


Phe 


Ser 


Arg 


Asp 


His 


Ser 


Thr 


Val 










405 






410 










415 




He 


Ser 


Ser 


He 


Arg 


Ala He Ser 


Gin 


Lys 


Leu 


Glu 


Glu 


Asp 


Asp 


Arg 








420 






425 










430 






Glu 


Cys 


Asp 


Val 


Ser 


Cys Ala He 


Gin 


Glu 


Leu 


Thr 


Lys 


Arg 


Leu 


Ser 




435 






440 










445 








Ser 


Ala 


Tyr 


Gin 


Ser 


Leu Asp Phe 


He 


Glu 


Asp 













450 455 



(2) INFORMATIONS POUR LA SEQ ID NO : 191: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 119 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 194690 .. 195046) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 191: 



Gly 


Gly 


Phe 


Met 


Gly 


He 


Lys 


Pro 


His 


Asp 


Tyr 


Gly 


Cys 


Trp 


Gly 


Ser 


1 






5 










10 










15 




Arg 


Gly 


Asn 


Val 
20 


Phe 


Thr 


Leu 


Gin 


Asp 
25 


Leu 


Asn 


Thr 


Gin 


Gin 
30 


Ala 


Asn 


Gin 


Ser 


Ala 
35 


Ala 


Ala 


Ser 


Ser 


Ser 
40 


Ser 


Val 


Leu 


Lys 


Ser 
45 


Glu 


Cys 


Ala 


Ala 


Lys 
50 


Val 


Ala 


Arg 


Tyr 


Ala 
55 


Leu 


Gly 


Phe 


Leu 


Phe 
60 


Gly 


Leu 


Gly 


Phe 


He 


Leu 


Ser 


He 


Val 


Thr 


Phe 


He 


Ala 


Ala 


Ala 


Ala 


Thr 


Leu 


Pro 


Leu 


65 










70 










75 










80 


Gly 


Thr 


Thr 


Thr 


He 


Leu 


He 


Met 


Val 


Thr 


Gin 


He 


Ala 


Phe 


Ala 


Ala 








85 










90 










95 




Ala 


Leu 


Ala 


Phe 
100 


Lys 


Leu 


Tyr 


Asp 


Leu 
105 


Phe 


Lys 


His 


Asp 


Val 
110 


Pro 


Thr 


Cys 


Ser 


He 
115 


Thr 


Ser 


Lys 


Ala 





















(2) INFORMATIONS POUR LA SEQ ID NO: 192: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 616 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 195184 19703 1 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 192: 

Glu Ala Ser Met Tyr Phe Asp Arg Thr Lys He Asn Val Glu Ser Met 

15 10 15 

Lys Gin Ala He Leu Glu Arg Val Tyr Cys Gly Val Val Gin Thr Pro 
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30 

25 



20 lie Phe He Ala Val Ala Lys Thr Val 

Gin ser Ala Ser Thr Arg Asp lie Phe ^ 

35 « Leu Lys Thr Gin Ser Ser Tyr Tyr 

Le u Glu Trp Met Ala Lys Gly Trp Leu y ^ 

ASP So Asp Val Lys Ar, Si ^ ^ Ser Me, Glu Phe Leu Leu 

£ Arg ser Leu Lys Asn ~ - - - ~ ~ J? ~ 
ji Ly - Ala Leu - UP ~ Gly Sr A SP Phe Asp ? ln ~ Val 

100 Ala Gly Leu Gly Asn Gly Gly Leu Gly Arg Leu 

Glu Met Glu His Asp Ala Gly Leu y ^ 

US «, lit Ala Thr Leu Glu He Pro Ala Tyr 

Ala Ala cys Phe Leu Asp s« Met Ala ^ 

Gly £S Gly Leu Arg Tyr S Tyr Gly Xle Phe Asp Gin Lys Xle Glu 

H l Phe Gin Val Glu Ser Pro Xle Glu Trp Leu Arg Tyr Gly Asn 
Asn oiy i/u phe ^ 

Pro Trp Glu Xle cys Arg Gly Glu Tyr Leu Tyr 

180 , ser Arg Gly Arg Asp Val Ala Glu 

Gly L ys Val Lys His Ser Xle Asp Ser Arg y ^ 

I 95 n v „i L eu Ala Met Ala Tyr Asp Val Pro Val 

L eu Val Asp Ser Gin Glu Val Leu Ala » ^ 
ro SS - Asn Asn Asp S Val Asn Ser Leu Arg Leu Trp Gin ^ 

III ser Arg His Gly £ - ~ - - ~ ~ X ~ 

Ile Ar g Ala Xle Glu Asp Xle Ala Leu Ala Gly Asn Xle Thr Arg Val 

260 a Tla ser 111 Gly Gin Glu Leu Arg Leu Lys 

t«i Tvr Pro Asn Asp Ser lie Ser giu y ^ 

275 val ser Ala Thr Xle Gin Asp Xle Leu Arg Arg 

Gin Glu Tyr Phe Leu Val Ser Ala T ^ 

290 t Thr His Leu ser Leu Asp Lys Leu Ser Glu Lys Val Ser 
T>v/-r Thr Lys Tnr His 

Wl 3 10 « « « ™ 330 « Mp 

Mg Ma M» V.1 »P Ar 9 OIU =1» "P ™ « 350 

I * ~ e x» - » & - » - ™ a? LM K ° G1 

: l a « - - - - - - ~ % ™ - p - :i 

370 375 , Ala Arg Trp Leu Ala Lys Val 

^ no Tie Tvr Glu He Asn Ala Arg 4Q0 
His Leu Glu He lie ryj- 

is G1 » «. * 5 s - - - - ~ " 9 r s ~ 

405 *. val Asn Met Ala Asn Leu Ala Val 

He Glu Glu Gly ser ser Lys Phe Val Asn * 43Q 

Val Gly Thr Asn Lys Val Asn Gly Val Th ^ 

435 phe val Glu Phe Phe Pro Asp Lys 

He Lys Ser Thr Leu Phe Lys Asp Phe Val ^ 

Phe t « v,, « » S .» - - « - - " u " a ss 

tb „ ». ~ - - ~ - ns " 9 ~ 118 G1Y ~ 
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Tyr 


Leu 


Thr 


Asn 


Leu 


Thr 


His 


Leu 


His 


Lys 


Val 


xie 


Pro 


Leu 


Ala 


Glu 






c: r\ r\ 
bUU 










c n c 
bUb 










_> J. U 






Asp 


Ser 


Gly 


Phe 


Arg 


Glu 


Glu 


Trp 


Arg 


Asn 


lie 


Lys 


x j.e 


Csrin 


Asn 


Lys 






515 










con 










DZ J 








Glu 


Glu 


Leu 


Ala 


Ala 


Arg 


He 


Tyr 


Lys 


Glu 


Leu 


/*"» 1 i r 

Caiy 


vai 


Thr 


vax 


Asn 




53 0 






























Pro 


Gin 


Ser 


He 


Phe 


Asp 


Cys 


His 


He 


Lys 


Arg 


He 


His 


Glu 


Tyr 


Lys 


545 










550 










555 










560 


Arg 


Gin 


Leu 


Thr 


Asn 


He 


Leu 


Arg 


Val 


He 


Tyr 


Phe 


Tyr 


Asn 


Glu 


He 










565 










570 










575 




Arg 


Asn 


Gly 


Ser 


Gly 


Glu 


lie 


Val 


Pro 


Thr 


Thr 


Val 


He 


Phe 


Gly 


Gly 






580 










585 










590 






Lys 


Ala 


Ala 


Pro 


Gly 


Tyr 


Ala 


Met 


Ala 


Lys 


Leu 


He 


He 


Lys 


Leu 


He 






595 










600 










605 








Asn 


Asn 


Val 


Ala 


Ala 


Val 


Val 


Lys 



















610 615 



(2) INFORMATIONS POUR LA SEQ ID NO: 193: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 206 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 197 018 197 63 5 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 193: 



Gin' 


Leu 


Leu 


Leu 


Asn 


Asn 


Asp 


Pro 


Lys 


Val 


Asn 


Asp 


Gin 


Leu 


Lys 


Val 


1 








5 










10 










15 




He 


Phe 


Trp 


Pro 


Asn 


Tyr 


Arg 


Val 


Ser 


Leu 


Ala 


Glu 


Ala 


He 


He 


Pro 








20 










25 










30 






Ala 


Thr 


Asp 


Leu 


Ser 


Glu 


Gin 


He 


Ser 


Thr 


Ala 


Gly 


Met 


Glu 


Ala 


Ser 






35 










40 










45 








Gly 


Thr 


Gly 


Asn 


Met 


Lys 


Phe 


Ala 


Leu 


Asn 


Gly 


Ala 


Leu 


Thr 


He 


Gly 




50 










55 










60 










Thr 


Met 


Asp 


Gly 


Ala 


Asn 


He 


Glu 


Met 


Ala 


Glu 


His 


He 


Gly 


Lys 


Glu 


65 








70 










75 










80 


His 


Met 


Phe 


He 


Phe 


Gly 


Leu 


Leu 


Glu 


Glu 


Glu 


He 


Ser 


Glu 


Leu 


Arg 










85 










90 










95 




Lys 


Glu 


Tyr 


Tyr 


Pro 


Gin 


Gly 


He 


Cys 


Asn 


Ala 


Asn 


Pro 


Thr 


He 


Gin 








100 










105 










110 






Glu 


He 


Leu 


Asp 


Met 


He 


Ala 


Gin 


Ala 


Lys 


Phe 


Ser 


Gin 


Glu 


Asp 


Lys 






115 










120 










125 








Asp 


Leu 


Phe 


Lys 


Pro 


He 


Val 


Asn 


Arg 


Leu 


Leu 


Asn 


Glu 


Gly Asp 


Pro 




130 










135 










140 










Phe 


Phe 


Val 


Leu 


Ala 


Asp 


Leu 


Glu 


Ala 


Tyr 


He 


Asn 


Thr 


Gin Asn Arg 


145 










150 










155 










160 


Val 


Ala 


Ser 


Leu 


Phe 


Lys 


Gin 


Pro 


Glu 


Glu 


Trp 


Thr 


Lys 


Lys 


Ser 


He 










165 










170 










175 




Tyr 


Asn 


Val 


Gly 


Gly 


He 


Gly 


Phe 


Phe 


Ser 


Ser 


Asp 


Arg 


Ser 


He 


Ala 






180 










185 










190 






Glu 


Tyr 


Ala 


Ser 


Asn 


He 


Trp 


Xaa 


Val 


Ser 


Arg 


Pro 


Thr 


Ser 








195 










200 










205 
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< 2) INFORMATIONS POUR LA SEQ ID NO : 194: 

(i ) C ARACTERI STIQUES DE LA SEQUENCE: 

15 LONGUEUR : 149 acides amines 

; ' TYPE : acide amine 

$ CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viil , POSITION DWS I"E GENOME : 

(xl) OE - SEQUENCE : « » "" ^ ^ 

„ »» V,! .1. «n V.1 Glu «o ~ - 

Cys Cys WU Ala » ? 75 ^ pro 

So He Phe Ph. «. « «. «■ *• ° ly JS 

Ptl e Arg Ala Lys Ala Gin Ala Arg Thr ^ 

1 1A 



130 

Leu lie Phe Cys Ser 
145 



(2) INFORMATIONS POUR LA SEQ ID NO: 195: 

(i) CARACTERISTIQUESDE LA SEQUENCE: 

A LONGUEUR: 432 acides amines 

m\ TYPE: acide amine 

$ CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viil) POSITION ». LE GENOME: 

(!ti) OESCEIPTICN OE » SECUENCE, SEC 10 NO, 1*5, 

, val TO1 s.r Leu W» W Het P ™ WS L 15 
Gly a»» v»l vol V.l ssr w , is . G lu 

i , oly n. l» wi w w «i. w w «y » * 

M « t Glu lie Gly 5 Mp ^ ^ val 

IU , i! «al, M v^» a "' 1 45 n ., eu v,l 

« Ol. S. Thr ,1. s„ «U « «Y «P - J- 
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Lys Glu Gly Thr 
65 

Thr Glu Gin Asn 

Glu Thr Val Val 
100 

Ala Gin Thr Asp 
115 

Gly Phe Arg Pro 
130 

Ser Asn Asp Pro 
145 

Glu Gin Asn Leu 

Arg lie lie Lys 
180 

Gly Phe Gly Tyr 
195 

Glu Glu Pro Leu 
210 

Ala Ala Lys Thr 
225 

Ala Ser Pro Leu 

Lys Leu Ser lie 
260 

Lys Glu Phe Pro 
275 

lie lie Arg Phe 
290 

Asp Gly Val lie 
305 

Gly Met lie Ser 

Gin Ser Leu Ala 
340 

Asn Leu Gly Met 
355 

Pro Gin Ala Ala 
370 

Val Leu Asn Gly 
385 

Ser Val Asp His 

Lys Arg Leu Gin 
420 



Lys Thr Pro lie 
70 

Ala Gin Tyr Asp 
85 

Thr Asp Ala Ala 

Ser Gin Tyr Thr 
120 

Glu Pro Pro Leu 
135 

Val Leu Ala Ser 
150 

Asp Leu Ser Gly 
165 

Lys Asp Leu Glu 

Pro Glu Ala Pro 
200 

Ser Pro Val Arg 
215 

Phe lie Pro His 
230 

Leu Ala Leu Leu 
245 

Asn Asp Cys lie 

Glu lie Asn Ser 
280 

Ser Thr lie Asp 
295 

Thr Pro lie Val 
310 

Ala Glu He Lys 
325 

Glu Glu Glu Tyr 

Thr Gly lie Ser 
360 

lie Leu Ala Val 
375 

Glu Leu Ala Val 
390 

Arg Val lie Asp 
405 

Arg Leu Leu Glu 



Gly Thr Pro lie 
75 

Leu Lys Gin Leu 
90 

Thr Glu Ala Ser 
105 

Ser Gly Pro Ser 

Ala Thr Pro Leu 
140 

Pro Leu Ala Lys 
155 

Val Thr Gly Ser 
170 

Lys Ala Pro Pro 
185 

Asn Val Asn Pro 

Glu Val He Ser 
220 

Phe Tyr Val Arg 
235 

Lys Glu Leu Gin 
250 

Val Arg Ala Cys 
265 

Gly Phe Asn Ser 

lie Ser He Ala 
300 

Arg Cys Ala Asp 
315 

Gly Leu Ala Thr 
330 

Lys Gly Gly Ser 
345 

Asp Phe Thr Ala 

Gly Ser Val Glu 
380 

Gly Ser Thr Cys 
395 

Gly Tyr Pro Ala 
410 

Ala Pro Ser Val 
425 



Ala Val Phe Ser 
80 

Leu Pro Leu Glu 
95 

Pro Lys Asp Ser 
110 

He Thr Met Met 
125 

Thr He Lys His 

Lys Leu Ala Lys 
160 

Gly Pro Gly Gly 
175 

Leu Arg He Ala 
190 

Gly Ser Tyr He 
205 

Lys Arg Leu Gin 

Gin Arg He Tyr 
240 

Glu Gin Asn He 
255 

Ala Leu Ala Leu 
270 

Val Asp Asn Lys 
285 

Val Ala He Pro 

Arg Lys Asn He 
320 

Lys Ala Lys Gin 
335 

Phe Cys Val Ser 
350 

He Leu Asn Pro 
365 

Glu Gin Pro Val 

Met Leu Thr Leu 
400 

Ala Met Phe Met 
415 

Leu Leu Leu Asn 
430 



(2) INFORMATIONS POUR LA SEQ ID NO: 19 6: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 332 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 1989 62 .. 19 9 957 ) 
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DESCRIPTION DE IA SEQUENCE: SEQ IO NO: I^ 1 

«. - - - - r ~ - Mp r E 2 2 

lie ser Gi 7Q ^ ger Leu Val 

65 - Tle phe Met ser xxf g5 

Gly Leu Arg Pro lie lie ox ^ 

85 „ <Q Ma Ala Lys Met Tyr Tyr Met Thr 

T i e He Ser His Ala ai<*. uy 

Ala Ala Asp Gin lie xx xx 

100 . phe Arg Gly Ala Asn Gly Ala 

oly G « s ~ - ~ «- s : ls CY , val a « iv, 

n a Gin Val Ser cys Gin His &er n jt 
Ala Ala Gin va i«u 

I 30 xia Pro Gly Leu He Val He Ala Pro Ser Thr ^ 
Ala Asn He Pro Giy 155 
145 Tvs ser Ala He Arg Asp Asn Asn v 

„ olu Mn Glu Leu Asp Tyr » "» Lys ° 1Y 19 0 

T 2J He Pro He Oly C Ala Arg He Val Gin Olu Oly 
oltt Olu Tyr Leu v ^ ,05 ^ ^ ^ 

Lys Asp Leu ^ He He S«r 0 ^ 

210 r <r*r Ala Lys Gin Arg Trp Gly Leu Ser 

Gin Ala Ala Lys Thr Ala ^ 

225 t Ara Thr He Lys Pro Leu Asp Val Ala Thr 

lie Asp Leu Arg Thr x 250 

245 „ =1 Va i Glu Glu Gly His xyx 

t«« Thr Gly Asn Cys Leu Val Val ox 
Ser Val Lys Lys Thr Giy £/u 

260 , Thr Thr He Thr Glu His lie 

- ~ s - s - 1 „ v. «. s - « - 

Pte K - : - s m J- w m Mn 

pro Met Pro Tyr Asn Lys Tnr 3l5 

3 05 ^ cri I;, ne Glu Lys He Met Arg 

Asn Arg He Leu Asp Ala He ^ 

J dt J 

(2) INFORMATION S POUR LA SEQ ID NO: 197: 

(1) CARACTERISTIQUES DE LA SEQUENCE: 

A lSgUEUR: 129 acides amines 

1 \ TYPE: acide amine 

|d, CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vlll) POSITION 0»S LE — ■ 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 197: 



Gin 


Asn 


Pro 


Lys 


Arg 


Phe 


Leu 


Met 


Val 


Phe 


Leu 


Ser 


lie 


Thr 


Leu 


Asn 


1 








5 










10 










lb 




Gly 


Phe 


Asp 


Leu 


Phe 


Asn 


Ser 


Leu 


He 


Gly 


Phe 


Arg 


Glu 


Ala 


Tyr 


His 






£ U 




















30 






His 


Met 


Gin 


Gin 


Thr 


Gly 


Ser 


Pro 


He 


He 


Val 


Glu 


Ala 


Leu 


Cys 


Ser 






35 










40 










45 








Arg 


Phe 


Arg 


Gly 


His 


Ser 


He 


Ser 


Asp 


Pro 


Asn 


Leu 


Tyr 


Arg 


Ser 


Lys 


50 










55 










60 










Glu 


Glu 


Met 


Gin 


Cys 


Leu 


Leu 


Lys 


Arg 


Asp 


Pro 


He 


Leu 


Phe 


Ala 


Lys 


65 










70 










75 










80 


Glu 


Trp 


Leu 


He 


Arg 


Ala 


Asn 


Val 


Leu 


Ser 


Glu 


Asp 


Asp 


Phe 


Lys 


Asp 








85 










90 










95 




Leu 


Arg 


Gin 


Thr 


Ser 


Lys 


Thr 


Ala 


Val 


Leu 


Glu 


Ala 


Val 


Ala 


Gin 


Ala 






100 










105 










110 






Arg 


Leu 


Asp 


Pro 


Glu 


Pro 


Ala 


Val 


Ala 


Thr 


Leu 


Glu 


Glu 


Gly 


Val 


Tyr 



115 120 125 



Ala 



(2) INFORMATIONS POUR LA SEQ ID NO : 19 8: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 140 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement (200266 .. 200685 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 198: 



Leu 


Cys 


Cys 


Trp 


Asn 


He 


Pro 


Leu 


Arg 


Gin 


Leu 


Ala 


Ala 


Glu 


Leu 


Leu 


1 






5 










10 










15 




Gly 


Lys 


Glu 


Thr 


Gly 


Cys 


Ala 


Leu 


Gly Arg 


Gly 


Gly 


Ser 


Met 


His 


Met 




20 










25 










30 






Cys 


Gly 


Asp 


Arg 


Leu 


Pro 


Gly 


Gly 


Phe 


Gly 


He 


Val 


Gly Gly 


Gin 


He 




35 










40 










45 








Pro 


Leu 
50 


Ala 


Ala 


Gly 


Ala 


Ala 
55 


Phe 


Ser 


Met 


Lys 


Tyr 
60 


Gin 


Asn 


Ser 


Ser 


Ser 


He 


Ser 


Met 


Cys 


Phe 


He 


Gly 


Asp 


Gly Ala 


Val 


Ala 


Gin 


Gly Val 


65 








70 










75 










80 


Phe 


His 


Glu 


Thr 


Leu 
85 


Asn 


Phe 


Val 


Ala 


Leu 
90 


His 


Ser 


Leu 


Pro 


Leu 
95 


Met 


Leu 


He 


He 


Glu 
100 


Asn 


Asn 


Gly 


Trp 


Ser 
105 


Met 


Gly 


Thr 


Ala 


Leu 
110 


His 


Arg 


Ala 


He 


Ala 


Lys 


Gin 


Pro 


He 


Ala 


Glu 


Ser 


Gin 


Ala 


He 


Ser 


Tyr 


Gly 






115 








120 










125 








Leu 


Ser 
130 


Phe 


Asp 


His 


Phe 


Glu 
135 


Trp 


He 


Arg 


Phe 


He 
140 











(2) INFORMATIONS POUR LA SEQ ID NO: 199: 
(i) CARACTERI STIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 104 acides amines 

im TYPE: acide amine 

( D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vlii> position «» » — ■ ■»»'" 

(xl> DESCRIPTION DE I* SEQUENCE, SEQ ID NO, 199 = 

U He «, oi. - - x« - «- G1U "* ^ » 

1 v., «v ~ ~ «• ~ Sr .» «n OX» - - 

Le u Val Giy 40 ^ Ser 

-, nwe Thr Gly Lys As P H1 y 

Thr Ala Ala He Ala cys Tnr * g0 

L s, His oly v., s. ~ ~ - - - - - ~ r 
sL « « » £ » «- » r - val ^ phe » 

Arg Arg Ha Tyr Ala Tyr Val Trp 

100 

(2) INFORMATIONS POUR LA SEQ ID NO: 200: 

m CARACTERISTIQUES DE LA SEQUENCE: 

£ SSgUEUR: 403 acides amines 

IB) TYPE: acide amine 

(D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vil i, POSITION DANS UE GENOME : 201169 .. 202377 
txi) DESCRIPTION DE « SEQUENCE ; SEQ ID NO, 200, 

L Trp ». al - v. « ». - - - - - ~ - L ; u 

l. „ «, - '~ x» - -s- - - - - £ - 

20 T Phe He Cys Val Glu Phe He Val 

t1o rln Tvr Pro Leu Lys Asn Phe lie s.y 

LyS I1S 35 40 Ara Glv He Pro Asn Val Gly Gly 

A sn ser Pne Phe Gly He Leu Pro Ara Gly 

L Ser Olu Val Ala Gly SL ~ - Ser Leu Glu Glu Arg Glu 

Hn Asp Lys Glu Leu Lys Leu Glu Lys Lys Leu Leu Ala He A^g Lys 
85 , Tie Ser Val Gin Aia 

Arg He Lys cys Phe Cys Pro Gin Gin Pro Glu 

Arg 100 l? S vrn cv S S er Glu Glu Glu Leu 

Aia Pro Leu Lys His Thr Gly Thr Phe Pro cys ^ 

"5 Phe Ser ser Leu Lys Ser Phe Arg Gin Gin 

Arg Asp He Ser Asp Leu Phe Ser L y ^ 



135 
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Leu 


Ala 


Gin 


Leu 


Pne 


File 


Tyr 


Thr 


Pro 


Pro 


l_i fcr H 


noil 


Leu 


Glu 


Trp 


Glu 


145 










JL D U 










155 










160 


Asp 


Phe 


Leu 


Lys 


pne 


irne 


irne 


t\LCL 


Phe 


GlU 


Lys 


J- y 


Glu 


Leu Gly Gly 








1 f C 

iDD 










170 














lie 


Leu 


Phe 


Ser 


Ala 


Gly 


Pro 


Fne 


Glu 


Ser 


Phe 


Asp 


i\± y 


ryr 


Li. 










ion 
loU 










185 
















Gin 


Val 


Asn 


Lys 


Ala 


Arg 


Pro 


va± 


Pro 


Val 


Leu 


Tie* 

1 1 fcr 


Al Fk 
Ala 


Thr 


Thr 


Val 






19 b 










9 n n 










205 








Ser 


Tyr 


Ala 


Leu 


Gin 


Ala 


Tyr 


Cys 


Ser 


Tyr 


He 


Asn 


Arg 


Ala 
Aia 


tz 1 \J 


Phe 




210 










215 










220 










Gin 


Glu 


Lys 


Glu 


Asn 


Phe 


Phe 


Pin 

\s ±11 


Leu Gly Glu 


Ala 


Val 


\j 1 jr 


lie 


Phe 


225 








230 










235 












Leu 


Lys 


Glu 


Arg 


Lys 


Val 


Ser 


Tic* 


Ala 


Leu 


Met 


iyj. 


Lys 


V3 1 I_i 


Tip 

lie 


Leu 








245 










250 










j£i _3 _j 




Asp 


Leu 


Asp 


Asn 


Lys 


Gin 


Tyr 


Ser 


Glu 


Leu 


Cys 


Arg 


\j ± y 


Leu 


kJlll 


T A^G 

J— i_y o 






O C f\ 

2 60 










265 










97 0 






Ser 


Gin 


He 


Val 


Gin Gly Glu 


val 


Phe 


His 


Ser 


ser 


TVit 
nil 


Gin 


Glu 


Arg 






275 










9 Q f\ 










9ft ^ 

*j O J 








Asp 


Gly 


Leu 


Asn 


Pro 


He 


Ser 


Val 


Asn 


Tyr 


Asp 


Leu 


Mot - 


Gly 


Thr 


He 


2 9 0 










295 










300 










Ala 


Ala 


Leu 


Ser 


Val 


Asn 


He 


Asp 


Arg 


Ser 


Cys 


Leu 


Arg 


Phe 


Ser 


Gly 


j \j j 










310 










315 










320 


Ser 


His 


He 


Phe 


His 


Asp 


Asp 


Glu 


Met 


Ala 


He 


Glu 


Thr 


Leu 


His 


Lys 










325 










330 










335 




Gly 


Gly 


Asp 


Val 


Phe 


Thr 


Phe 


Ser 


Ser 


Leu 


Ala 


Glu 


Phe 


Gin 


Phe 


Ser 


340 










345 










350 






Glu 


Lys 


Arg 


Leu 


Leu 


His 


Leu 


Val 


Ser 


Thr 


Gly Arg 


Val 


Cys 


Pro 


Glu 




355 










360 










365 








He 


He 


Arg 


Lys 


Lys 


Leu 


He 


Lys 


Val 


Leu 


Leu 


Leu 


Lys 


Lys 


Arg 


Ala 




370 










375 










380 










Leu 


Cys 


Lys 


Pro 


Phe 


Cys 


Arg 


His 


He 


Gin 


He 


Thr 


Ser 


Glu 


Thr 


Ala 



385 390 395 400 

Gin Leu Asn 



(2) INFORMATIONS POUR LA SEQ ID NO : 2 01: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 54 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (202380 203441) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 201: 

Met Ser Gin Ser Thr Tyr Ser Leu Glu Gin Leu Ala Asp Phe Leu Lys 

15 10 15 

Val Glu Phe Gin Gly Asn Gly Ala Thr Leu Leu Ser Gly Val Glu Glu 

20 25 30 

He Glu Glu Ala Lys Thr Ala His He Thr Phe Leu Asp Asn Glu Lys 

35 40 45 

Tyr Ala Lys His Leu Lys Ser Ser Glu Ala Gly Ala He He He Ser 

50 55 60 

Arg Thr Gin Phe Gin Lys Tyr Arg Asp Leu Asn Lys Asn Phe Leu He 
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75 80 
70 f ^ 



Sr S.r Glu s.r Pro ser «u val - OX. ^ °" ™ ^ JT 
,1. Thr Pro v.! £p s.r Gly Ph. Pro Gly .1. His Pro Thr XI. »1 
XX. Hi, Pro T.r «a - XX. Glu W Bi. Va! cys £ - « «r 
XI. Vai III Cys Gin His XI. His val Gly s.r XX. cys His lie Gly 
s.r S, s.r val XX. OIY «r s.r Thr VaX Gly OX. His s.r Tyr 

I 45 , i 5 ? T1a ,Ttt Glu Arg Val Ser lie Gly Lys Arg 

He His Pro Arg Val Val He Arg Glu Arg v i?g 

Val XX. X« OX» Pro Gly XX. V,X XX. Gly - cys Gly Phe .X, 
VaX Thr S.r Si - Gly OI» "is I,y. Hi. ». «- HU - «Y «- 

195 , * val Glu He Gly Ala Asn Thr Thr He Asp 

Val He He Glu Asp Asp Val Glu lie y ^ 

xr g III xr 0 Ph. W Hi. ser VaX Va! xro Gl. OXy s.r W s II. XJP 
xU L- vaX cm XX. XI. His OXn VaX olu V,X OXy Gin His s.r « 

, 111 rw IX. Xla Gly s.r Thr Lys II. sly Asn His 
IX. Val Xla Gin xla Gly Il« «»» ««r 270 

val XX. II. oS Gly Gin xla Gly II. Thr GXy Hi. II. cys XX. XX. 
xsp His val II. « M.t Xla Gin Thr Gly Val Thr I.y. s.r XX. Thr 
S.r III OX, II. GXy GXy XXa Pro XX, « Pro Tyr OXn GXu IX. 

His xro Gin val Xla £. val Xra xsn « Pro xro L.u Gin Glu xr g 

xi. xx. «. «~ S w - ™ «? «~ G1 " " a £ S " 



(2) INFORMATIONS POUR LA SEQ ID NO: 202: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 17 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii , POSITION DXNS LE GENOME: compl.rn.nt (203471 . .203998) 
(Xi) DESCRIPTION DE I* SEQUENCE : SEQ ID NO, 202: 

»« xr 9 ii. «.t -ys W s Ph. « - « •« - « s " xT 

Lr l» Pro Thr Ph. Xla XX. X- S f Thr GXy Thr IX. Gly He val 
X.n ,eu Xr S xr 3 cy. « OX. Gl. s.r XX. Gly ,ys Gl. S.r 



978 



Ala 


Glu 


Phe 


Glu 


Lys 


Met 


Lys 


Asn 


Gin 


Phe 


Ser 


Asn 


Ser 


Met 


Gly 


Lys 




50 










55 










60 










Met 


Glu 


Glu 


Glu 


Leu 


Ser 


Ser 


He 


Tyr 


Ser 


Lys 


Leu 


Gin 


Asp 


Asp 


Asp 


65 










70 










75 










80 


Tyr 


Met 


Glu 


Gly 


Leu 


Ser 


Glu 


Thr 


Ala 


Ala 


Ala 


Glu 


Leu 


Arg 


Lys 


Lys 








85 










90 










9 5 




Phe 


Glu 


Asp 


Leu 


Ser 


Ala 


Glu 


Tyr 


Asn 


Thr 


Ala 


Gin 


Gly 


Gin 


Tyr 


Tyr 






100 










105 










110 






Gin 


He 


Leu 


Asn 


Gin 


Ser 


Asn 


Leu 


Lys 


Arg 


Met 


Gin 


Lys 


He 


Met 


Glu 






115 










120 










125 








Glu 


Val 


Lys 


Lys 


Ala 


Ser 


Glu 


Thr 


Val 


Arg 


He 


Gin 


Glu 


Gly 


Leu 


Ser 




130 










135 










140 










Val 


Leu 


Leu 


Asn 


Glu 


Asp 


He 


Val 


Leu 


Ser 


He 


Asp 


Ser 


Ser 


Ala 


Asp 


145 










150 










155 










160 


Lys 


Thr 


Asp 


Ala 


Val 


He 


Lys 


Val 


Leu 


Asp 


Asp 


Ser 


Phe 


Gin 


Asn 


Asn 






165 










170 










175 





(2) INFORMATIONS POUR LA SEQ ID NO: 203: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 781 acides amines 

(B) TYPE: acide amine 

{ D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (204059 .. 206401) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 203: 



Leu 


Ala 


Val 


Leu 


Leu 


Leu 


Leu 


Thr 


Phe 


Ser 


Gin 


Ser 


Ser 


Phe 


Cys 


Ser 


1 








5 










10 










15 




Thr 


Ser 


Glu 


Gly 


Arg 


Met 


Val 


Val 


Glu 


Ser 


He 


Thr 


He 


Thr 


Thr 


Gin 








20 










25 










30 






Gly 


Glu 


Asn 


Thr 


Gin 


Asn 


Lys 


Arg 


Ala 


He 


Pro 


Lys 


He 


Lys. 


Thr 


Lys 




35 










40 










45 








Gin 


Gly 


Thr 


Leu 


Phe 


Ser 


Gin 


Ala 


Asp 


Phe 


Asp 


GlU 


Asp 


Leu 


Arg 


Thr 




50 










55 










60 










Leu 


Ser 


Lys 


Asn 


Phe 


Asp 


Arg 


Val 


Glu 


Pro 


He 


Val 


Glu 


Phe 


Arg 


Asn 


65 








70 










75 










80 


Gly 


Gin 


Ala 


Val 


He 


Ser 


Leu 


He 


Leu 


Thr 


Ala 


Lys 


Ser 


Val 


He 


Arg 








85 










90 










95 




Glu 


He 


Asn 


He 


Ser 


Gly Asn 


Glu 


Ala 


He 


Pro 


Thr 


His 


Lys 


He 


Leu 








100 










105 










110 






Lys 


Thr 


Leu 


Glu 


Leu 


Tyr 


Lys 


Asn 


Asp 


Leu 


Phe 


Asp 


Arg 


Glu 


Leu 


Phe 




115 










120 










125 








Phe 


Lys 


Asn 


Phe 


Asp 


Ala 


Leu 


Arg 


Thr 


Leu 


Tyr 


Leu 


Lys 


Arg 


Gly 


Tyr 




130 










135 










140 










Tyr 


Asp 


Ser 


Gin 


Leu 


Ser 


Tyr 


Ser 


His 


Asn 


His 


Asn 


Glu 


Lys 


Glu 


Gly 


145 








150 










155 










160 


Phe 


He 


Asp 


He 


Ser 


He 


Glu 


He 


Lys 


Glu 


Gly Arg 


His 


Gly Arg 


He 








165 










170 










175 




Lys 


Lys 


Leu 


Thr 


He 


Ser 


Gly 


He 


Thr 


Arg 


Thr 


GlU 


Ala 


Ser 


Asp 


Leu 




180 










185 










190 






Gly Asp 


He 


Val 


Leu 


Thr 


Lys 


Gin 


Tyr 


Ser 


Thr 


Thr 


Thr 


Ser 


Trp 


Phe 






195 










200 










205 








Thr 


Gly 


Ala 


Gly 


Val 


Tyr 


His 


Pro 


Asp 


Met 


Val 


Glu 


Gin 


Asp 


Leu 


Phe 
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0 ,c 220 
210 t vs Glv Tyr Ala Asp Ala Lys Val 

Ala lie Thr A S n Tyr Phe Gin Asn Lys Gly Ty. 24 0 

III Lys Glu val Ser Sr » - Lys Gly Asn Xle Thr Leu Leu XI. 

Va l Val Asp Lys SS ™ - - - - - V " Si ^ 

260 , tL, im Asp Lys Gin Leu Leu Val 

Oly Phe Thr Ala Leu Ser Lys Arg Leu Leu Asp Ly ^ 

Giy Pro £ ser Leu Tyr Cys Pro Asp Lys Xle Trp Thr Gly Ala Gin 
Lys fie Arg Ser Ala ^r Ala -g Tyr Gly Tyr Val Asn Thr Asn val 
IS Val Ser Phe Ser Ala His Pro Thr Leu Pro Val Tyr Asp Val te 

325 t, n^nr tvs He Gly Leu lie Lys He 

Tyr Arg Val Ser Glu Gly Ser Pro Tyr Lys 350 

340 . ; „ , T1 „ Leu His Glu Thr Ser 

x,ys Gly Asn Thr His Thr w H» Asp val 365 

« Ph. Pro CXy Asp Thr « «. - - ~ -u Asp Thr - 

te Arg «. Arg » Thr £ Tyr Ph. ~ »X « - Tyr - 

iS Arg S.r «» « £ Pro « S.r » - ,.U Tyr « A3 P 

«X Phe XX. «u }S W » «u »r - - « - «S "» ~ 

420 „■ t«, Phe Gly Gly Ala Glu lie Ala 

L eu Gly Phe Ser Ser Xle Asp His Leu Phe Gly y ^ 

OXu Ser Asn «- Asp Leu Phe Gly Ala Arg Asn Phe Leu Lys Lys Gly 

Phe Z ser Leu Arg Gly £ Gly Glu Tyr Leu Phe Leu Lys Ala Asn 

465 t val Thr Asp Tyr Thr Val Lys Trp Thr Lys Pro His 

Leu Gly Asp Lys Val Thr Asp iyr ^ 495 

485 m tip Leu Gly Val Glu Leu Asp Lys Ser lie 
Phe Leu Asn Thr Pro Trp He Leu Gly va ^ 

500 «,« Lvs Asp Tyr ser Val Asp Thr Tyr Gly Gly Asn 
Asn Lys Ala Leu Ser Lys Asp ryr 525 

XX. s.r S £ * ^ XX. « aL ~p W s « £ Tyr OX, „.t Tyr 

^ SS -x, s« 0 » - ~ - ~ « S - ws - s " - 

£ As„ Arg X- - « - « S « - - £ 

565 m. <?e»r lie Asp Asn Pro Arg Lys 

Ala Ala Gly Leu Asn Val Leu Tyr Asp Ser A p ^ 

580 Ara Ser Phe Leu Asn Xaa Glu Leu Ser Gly Leu 

Pro Thr Met Gly He Arg Ser rae gQ5 

Gly G iy £ Tyr ox. Ph. Thr S- - - - S ~ "* ^ 

Arg SS « - W - 5S ^ - M9 ^ S! 

S XX. X„s Pro Ph. Sy « -r ^ AXa S X„ SXy XX. Pro V.X s« 

645 „ n rnv Glu Thr Thr val Arg Gly Tyr Lys Pro 
Glu Arg Phe Phe Leu Gly Gly Glu Thr t 67Q 

660 „ 3 _ rlu Pro Gin Gly Gly Leu 

Phe He He Gly Pro Lys Phe Ser Pro Thr Glu ^ 



675 680 



980 



Ser Ser Leu Leu 
690 

Pro Cys lie Asn 
705 

Glu Glu His Thr 

Gly Leu Arg Phe 
740 

Gly Trp Pro Phe 
755 

Val Ser Gin Arg 
770 



Leu Thr Glu Glu 
695 

Ala Phe Val Phe 
710 

lie Arg Leu Lys 
725 

Asp Met Met Asn 

Arg Pro Thr Glu 
760 

Phe Phe Phe Ala 
775 



Phe Gin Tyr Pro 
700 

Leu Asp Ser Gly 
715 

Asp Leu Cys Ser 
730 

Asn Val Pro lie 
745 

lie Leu Asn Asn 

Leu Gly Gly Val 
780 



Leu lie Ser Gin 

Phe lie Gly lie 
720 

Ser Ala Gly Phe 
735 

Met Leu Gly Trp 
750 

Glu Lys lie Asp 

765 

Phe 



(2) INFORMATIONS POUR LA SEQ ID NO: 204: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 20 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 206811 .. 207425 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 204: 



lie 


Gly 


Leu 


Lys 


Asp 


Met 


Leu 


Lys 


Tyr 


Pro 


Asp 


Tyr 


He 


Ser 


Lys 


Leu 


1 






5 










10 










15 




He 


Ser 


Phe 


Leu 
20 


Lys 


Lys 


Leu 


Pro 


Gly 
25 


He 


Gly 


Phe 


Lys 


Ser 
30 


Ala 


Glu 


Lys 


He 


Ala 


Phe 


Glu 


Leu 


Leu 


Glu 


Trp 


Asp 


Pro 


Ser 


Gin 


He 


Glu 


Ala 




35 










40 










45 








Met 


Ala 
50 


Leu 


Ala 


Leu 


Gin 


Glu 
55 


Phe 


Ser 


Thr 


Ser 


His 
60 


Ala 


Thr 


Cys 


Ser 


Asn 


Cys 


Phe 


Cys 


Leu 


Lys 


He 


Ser 


Gin 


Thr 


Ser 


Pro 


Cys 


Asn 


Phe 


Cys 


65 








70 










75 










80 


Ser 


Glu 


Ser 


Arg 


Asp 
85 


Ser 


Ser 


Ser 


Leu 


Cys 
90 


He 


Val 


Ala 


Thr 


Pro 
95 


Lys 


Asp 


Val 


Phe 


Ala 


Leu 


Glu 


Lys 


Ser 


Lys 


He 


Phe 


Lys 


Gly 


His 


Tyr 


Phe 






100 










105 










110 






Val 


Leu 


Gly 
115 


Asn 


Leu 


Leu 


Ser 


Pro 
120 


He 


Thr 


Gly 


Lys 


His 
125 


Leu 


Ser 


Leu 


Glu 


Lys 
13 0 


Leu 


Ala 


He 


Leu 


Lys 
135 


Gin 


Arg 


He 


Glu 


Ala 
140 


Cys 


Ser 


Pro 


Lys 


Glu 


Met 


He 


He 


Ala 


Leu 


Asp 


Ala 


Thr 


Leu 


Glu 


Gly 


Asp 


Ala 


Thr 


Ala 


145 










150 










155 










160 


Leu 


Phe 


Leu 


Lys 


Gin 


Glu 


Phe 


Ser 


Tyr 


Leu 


Pro 


He 


Lys 


He 


Ser 


Arg 








165 










170 










175 




Leu 


Ala 


Leu 


Gly 
180 


Met 


Pro 


Val 


Gly 


Leu 
185 


Ser 


Phe 


Asp 


Phe 


Val 
190 


Asp 


Ala 


Asn 


Thr 


Leu 
195 


Ala 


Arg 


Ala 


Phe 


Ser 
200 


Gly 


Arg 


Asn 


Cys 


Phe 
205 









(2) INFORMATIONS POUR LA SEQ ID NO : 205: 
(i) CARACTERI STIQUES DE LA SEQUENCE: 



981 



(A) LONGUEUR: 327 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(v iii) POSITION DANS LE GENOME: 207548 .. 208528 

(xi , DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 205: 

Val Arg Ala Ser He Trp Gly Thr oly Ser Tyr Leu Pro Lys Lys He 

Leu Thr Asn Ala Asp Leu Glu Lys lie Val Glu Thr Ser Asp Glu Trp 

xl . ser Thr Arg Thr oly He I*. «lu -g Arg He Ala Ser Ala Glu 

Olu Phe fer Ser Phe Met Gly Ala Lys Ala Ala Glu Lys Ala He Glu 

50 „ =1 a,.- Tie Val Phe Ser Thr 

Ala Ala Lys He Ser Lys Ser Gin Val Asp Cys He ^ 

A 5 la Ala Pro Asp ,yr He Phe Pro Ser Ser Ala Ala Leu Ala Gin Ala 

^ Leu Oly He Lys Glu He Pro Ala Phe Asp Cys Leu Ala Ala Cys 

100 , la H Tvc A i a -rvr Val Glu Ser 

Tnr Gly Phe Leu Tyr Gly Leu Ser He Ala Lys Ala Tyr 

I? 5 nm rvs Val Leu Val He Ala Ala Asp Lys Leu Ser Ser 
Gly Met Tyr Gin Cys Val Leu v* ^ 

130 I Th-r Cvs Val Leu Phe Gly Asp Gly 

Phe Val Asn Tyr Gin Asp Arg Asn Thr Cys vai u ^ 

III s.r ,1, cys II. »1 «Y HI. ~* «g Pro «, M. « «» «» 

.„ W3 v,! » S «y »u «y «- «-> -p - «« 

180 ~ » ^ Co<r r -i n AsD Thr Val Gin 

, la Plv piv ser Arg cys Pro Ala Ser Gin asp 
Leu Pro Ala Gly Gly ^er ^j-y jr 2QS 

_ His HI His Ph. .1. ™ «.t »u OW Olu V.! Ph. His 

R1 a Si «. « «et ol« Phe «. Thr cys H. Thr «o 

|£ «, Ola Olu L.ys Z II. «P » « *» " iS III *~ 

«i» *» ii. «. « m. .1. 5g »• p »« ri * rai sr. " p s " 

Arg v al Ph. lyl Thr « M. W. W r oly « ~ £ - ~ - 

« ciy ?" - «. MP - « - « - %l ™ HU V " 

290 , ■> „h 0 riv Glv Gly Leu Ser Trp Gly 

Ala Glu Arg Leu Leu Leu Val Ala Phe Gly Gly Gly ^ 

_ *? i r» J x J 



Ala Val He Leu Gin Gin Val 
325 



(2) INFORMATIONS POUR LA SEQ ID NO : 206 : 

(i) CARACTERISTIQUES DE LA SEQUENCE : 
(A) LONGUEUR: 3 08 acides amines 



982 



(B) TYPE: acide amine 

(D) CONFIGURATION : lin4aire 

( i i i ) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME: 2 08548 .. 20947 1 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 206: 

Met Asp Arg Val Gly Leu Leu Phe Pro Gly Gin Gly Ser Gin Phe Val 

1 5 .10 IB 

Gly Met Gly Arg Asp Leu Tyr Gin Gin Ser Ser Glu Val Ala Arg Leu 

20 25 30 

Phe Ser Gin Ala Asp Glu Phe Leu Gly Phe Ser Leu Ser Ser lie Met 

35 40 45 

Phe Glu Gly Pro Glu Glu Val Leu Leu Lys Thr Ser Asn Ser Gin Leu 

50 55 60 

Ala lie Tyr Leu His Ser Leu Ala Val Leu Glu Val Leu Ser Thr His 
65 70 75 80 

Cys Pro Phe Glu Pro lie Leu Val Ser Gly Leu Ser Leu Gly Glu Tyr 

85 90 95 

Thr Ala Leu Thr Ala Ser Lys Arg lie Ser Leu Glu Asp Gly Leu Arg 

100 105 110 

lie Val Gin Lys Arg Ala Glu Leu Met Asn Ala Ala Cys Glu Glu Ser 

115 120 125 

Ser Gly Ala Met Ala Ala Val Leu Gly Leu Thr Ala Asp Val Val Leu 

130 135 140 

Pro Ala Leu Glu Ser Leu Gly Glu Gly lie Trp Val Ala Asn Tyr Asn 
145 150 155 160 

Ala Pro Lys Gin lie Val lie Ala Gly lie Arg Asn Lys Val Glu Glu 

165 170 175 

Ala Ser Val lie Leu Arg Glu Leu Gly Ala Lys Lys Val Val Met Leu 

180 185 190 

Lys Val Ala Gly Ala Phe His Thr Pro Leu Met Gin Thr Ala Gin Asp 

195 200 205 

Glu Leu Ala Pro Tyr Leu Tyr Gin Leu Ala lie Lys Asp Ser Asn Val 

210 215 220 

Ala Phe Ala Ser Asn Val lie Gly Glu Leu Val Tyr Glu Ser Glu Ala 
225 230 235 240 

lie Arg Ser Leu Xaa Val Arg Gin Met Thr Ser Pro Thr Leu Trp Tyr 

245 250 255 

Gin Thr Cys Phe Gin lie Asp Pro Lys Val Asp Leu Phe Leu Glu Leu 

260 265 270 

Gly Pro Gly Asn Val Leu Thr Gly Leu Ser Arg Ser He Gly Leu Ser 

275 280 285 

Ser Pro Cys Lys His Leu Gly Ser Met Glu Asp He Glu Asn Phe Cys 

290 295 300 

Arg Xaa Cys Glu 
305 



(2) INFORMATIONS POUR LA SEQ ID NO: 2 07: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 248 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 



983 



(iii) HYPOTHETIQUE : oui 

,viii) POSITION DSNS LE GENOME: 20941 1 .. 210214 

U il DESCRIPTION DE I* SEQUENCE : SEQ ID NO: 207, 

Met „. «y « v»l — W *>» «* * l ™ 3" 

L. civ ii. «y ~ - "« r wu Ph ' " a ° 1U Gly "° 

ftsn «1 o ln He Trp «y n. - «y «« «y - - 

G l„ Tfcr £. ser «» «n Bjr «. «. V,! « P»e - - Val 

« Si s« « «P »« «1 Ser cl» V*l «n « »- -» 

f« Olu W «- - I- »P ~ "« If S* ^ 

Mg *sp *1. D.u ZL Met «. « « «» T - S 
„. „ te is" « Civ ~ II. ^ «n V.1 cvs s« «. V,l He 
Mg P„ M .t n. W - « s« civ ,1. He lie « H. ■« ~ 
II. vfl CIV ,ea „ CIV « Pr. civ 3m »r ». * »» «» 
£ »la CIV II. H. -V - ~ ,V= - - ~ - «" If 5 °* 
ser DV= I- He JS v.1 *s„ cvs He *1» Pro civ P»e II. »P - 
m Net »r £ « As„ f P »s„ « «. *»» olu «p - W 

195 , * „ v »i Glv Met Pro Glu Glu He Ala Lys Ala 

Gly Val Pro Leu Gly Arg Val Gly Met pr ^ 

210 t Ser He Thr Gly Gin Val 

Ala Leu Phe Leu Xaa Ser Asp Gly Ser Ser Tyr ^ Q 

III ser Val Asp Gly Gly Met Ala 
245 

(2) INFORMATIONS POUR LA SEQ ID NO: 208: 

(i ) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 77 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vi ii) POSITION DANS LE GENOME : 210586 .. 210816 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 208: 

Met ser Leu Glu Asp Asp Val Lys Ala lie He Val Asp Gin Leu Gly 

i al Ser Pro Glu Asp Val Lys Val Asp Ser Ser Phe lie Glu Asp Leu 

20 ^ 



984 



Asn Ala Asp Ser Leu Asp Leu Thr Glu Leu He Met Thr Leu Glu Glu 

35 40 45 

Lys Phe Ala Phe Glu He Ser Glu Asp Asp Ala Glu Gin Leu Arg Thr 

50 55 60 

Val Gly Asp Val He Lys Tyr He Gin Glu His Gin Asn 
65 70 75 



(2) INFORMATIONS POUR LA SEQ ID NO: 209: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 150 acides amines 

(B) TYPE: acide amine" 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (210883 .. 211332 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 209: 



Leu 


Val 


Pro 


Ser 


Phe 


Lys 


Ser 


Leu 


Val 


Gly 


Gly 


Thr 


Ser 


Leu 


Asn 


Leu 


1 








5 










10 










15 




He 


Asp 


Lys 


Ala 


Phe 


Leu 


Leu 


Lys 


Lys 


Thr 


Xaa 


Leu 


Phe 


Ala 


Ser 


Leu 




20 










25 










30 






Asp 


Met 


Asp 


Val 


Leu 


Leu 


Ser 


He 


Ala Asp 


Lys 


Ser 


Glu 


Val 


Met 


Leu 




35 










40 










45 








Phe 


Lys 
50 


Ala 


Gly 


Ser 


Glu 


He 
55 


Phe 


Ser 


Glu 


Gly 


Gin 
60 


Pro 


Ser 


Phe 


Ser 


Leu 


Tyr 


Val 


He 


Ala 


Glu 


Gly 


Cys 


Val 


Arg 


He 


Phe 


Ala 


Lys 


Glu 


Pro 


65 








70 










75 










80 


Thr 


He 


Asn 


Val 


Arg 
85 


Leu 


Lys 


Pro 


Leu 


Asp 
90 


cys 


Phe 


Gly 


Glu 


Glu 
95 


Ser 


Phe 


Phe 


Asn 


Asn 
100 


Lys 


Val 


Arg 


Glu 


Tyr 
105 


Ser 


Ala 


Glu 


Ala 


He 
110 


Thr 


Leu 


Val 


Lys 


Thr 


Leu 


He 


Leu 


Asn 


Lys 


Gly 


Gin 


Phe 


Leu 


Ser 


He 


He 


Glu 




115 










120 










125 








Glu 


Cys 
130 


Pro 


Ser 


Val 


Ser 


Leu 
135 


Val 


Leu 


Leu 


Glu 


Phe 
140 


Tyr 


Ser 


Lys 


Gin 


He 


Val 


Phe 


Arg 


Asp 


Gin 























145 150 



(2) INFORMATIONS POUR LA SEQ ID NO : 210: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 53 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (211374 .. 212978) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 210: 
Asn Leu Leu Leu Ser Cys Gly Asp Val His Leu Arg Thr Thr Met Phe 
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> u . „u Pro AX. X- Arg ~ L.u ^ - *■ P.. « - - 
^ s « ph. s.r « XX. X,. Arg Sr HU XV, s.r Lys AX. XX. L.u 
I 1 S. s.r Leu ox. ser xx. HU Arg «. «. « - « GXU 

: l « - - - - - - ;? oin - giu t e 

£ vax ~ hu « s. « - - ir M * " Gln M,t » Z 

85 Ara Ala Val Leu Pro Asn Leu 

- - *• ss - u - wu r i : 1Y „ » i". ~ ~ 

- - x - - n ws :: g : i z ~ s - - - 

~ xfo W ' M " "I I I: Pro Gin HU £ - XX. AX. Ala 
Leu Leu Lys Arg Trp er s.r L.u phe Leu Tyr vaX ser Asp 

145 „• Tyr PM VaX Glu Ht= MP X75 

A1 , L.u m. L.u Tyr GXV Asp Arg Leu Phe Thr Ala 

„. AXa Asp Asp Leu Tyr Asp .IB « OX, Asp 

X80 . * oly oly GXu Tyr Gin AXa Leu 

v»l Leu IX. vaX Arg Lys His Lys Pro Sly J 

u III HU Leu ser CXu S Leu GXu ser GXu Asp Pro «. « 
Tx. HI l -V Leu S.r XX. Leu AXa Leu GXu Arg Ser «. ~ » 

Pro X, XX. Leu Pro - - ~ g » - ~ ~ S ~ 

245 , r,u Thr Cvs AX. Asp Lys GXn Tyr AXa 
wu Gin AX. cys Leu ser Leu GXu Thr Cy 

260 * w D ys Lys Thr Lys Asp Thr 

GXn Tyr Gly Ara Thr V.X Leu Asn Thr L.u y ^ 
GXn l £ CX„ AXa L.u Leu fl ~ L.u AXa AX. L.u Leu Asp AX 
Z L.u Val Tyr Glu Ph. HI L.u AX. s.r v f GXn Leu Lys s.r VaX 
^ AX. Ill Thr XI. Asp Al. ser L.u Pro Lys Glu cy. 

» "« WS "? „ "° ,u s,r Leu His III s.r 

T . Tfau Tie Glu Met Val Ala Asp His ber 
Ile Pro He Le^ ^ 

Cys Arg He Met Ala Ala Lys Ala Leu Ser ^ 

355 tvs \H Leu L ys ser Lys Ala Ala Lys Ala 

t «i Lvs Arg Leu Ala Leu Lys He Leu y 

"° \ Tvr His Lys Asn Phe IXe GXn Lys Arg Tyr Pro 
Ten Phe Tyr Asp Tyr His uy» , g5 

Leu Pne xy j» = Ala 

385 „• reu Leu He Glu Ser Leu Glu Ala Asn ry 

^ asp Leu His Leu ^ ^ ^ 

01U Val Asn Phe Met Leu Ala Phe Leu Ala 

^ Ala Asp Si Leu Xle Arg Ser Leu * ^ - Asn L. 
Arg Ala iS ~ ^ Olu ser Leu Glu Lys ^ g - - - 
Phe Thr Leu Val Thr Pro Phe Val Tyr Arg Asp Lys - ^ 



470 

465 
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Glu Lys Tyr Tyr Met Lys Lys Gly 
485 

Leu Leu Asn Arg Leu Glu Gin Thr 
500 

Ala Gin Gin Leu Lys Glu Gly Ala 
515 520 
Phe Cys Ser Thr Lys Leu Cys 
530 535 



Val Glu Pro Leu Ala lie Glu Glu 

490 495 
Pro Phe Leu Phe Ser Lys Leu lie 
505 510 
Phe Ser Leu Arg Cys Arg Val Leu 
525 



(2) INFORMATIONS POUR LA SEQ ID NO : 211: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 402 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (212875 214080 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 211: 

Ser Leu Arg Ala Leu Arg Phe Leu Leu Ser Leu Arg Arg Gly Glu Glu 

15 10 15 

Lys Arg Ala Leu Leu Phe Leu Leu Leu Gly Leu lie Trp Ser Val Ala 

20 25 30 

Cys Tyr Gly Ser Leu Ala Leu Gly Glu Ser Xaa Phe Leu Glu Glu lie 

35 40 45 

Gly Ala Glu Lys Leu Pro Phe Ala Tyr Leu Gly Ala Ser Phe Phe Leu 

50 55 60 

Cys Phe lie Ser Cys Leu He Leu Tyr Asn Leu Ser Arg Lys Arg Val 
65 70 75 80 

Ser Pro Lys Ala Leu Phe Leu Ser Phe He Ser Cys Val Leu He Cys 

85 90 95 

Asn Leu Tyr Leu Phe Trp His Leu Ala He His Lys Gly Val Ser Gly 

100 105 HO 

Thr Pro Thr Phe Leu Tyr Arg He Leu He Trp Gly Leu Thr He Leu 

115 120 125 

Cys Tyr Ala Asn Phe Trp Gly Phe He Asp Gin Phe Phe Asn He Gin 

130 135 140 

Asp Ala Lys Arg His Phe Cys He Phe Asn Ala He Thr Phe Cys Gly 
145 150 155 160 

Asp Phe Leu Gly Ala Arg He Val Asn Gin He Gin Tyr Leu Gly Ala 

165 170 175 

Glu Leu He Leu Leu Ala Phe He Val Val He Thr Phe He Phe Pro 

180 185 190 

Leu Val His Tyr He Ser Ser Ser Leu Lys Glu Leu Ser Glu Asp His 

195 200 205 

Asp Leu Phe Leu Asp Thr Gly Tyr Pro Pro Ser Thr Lys Gin Thr Leu 

210 215 220 

Lys Leu Cys Leu Lys Asp Lys Tyr Thr Phe Tyr Leu Val Ser Phe Tyr 
225 230 235 240 

Phe Leu Met Gin Leu Leu Val Val Phe Thr Glu Phe Asn Tyr Leu Lys 

245 250 255 

He Phe Asp Ala Gin Phe Gly Asn Ala Glu Thr Cys Glu Leu Thr Glu 

260 265 270 

Asn Phe Thr Lys Tyr Ser Ser Trp He Ser Leu Gly Asn Met Phe Phe 



987 



285 

Ala ..u S ai, *r s.r « v.i xi. ». «. - «y » » 

„. x'l" X..U Ph. Ala Pro .£ cys P„. P,e s.r « ». cy» cys Trp 
US XX. «. «r s.r -I - IX ^ - «» H " S 

olu oly £ «. - « « » - - Gln SS " u 118 

340 1 m„ v»i Ara He Ala He Glu 

« tv^v, twc Tie Ara Asn Gin vai Arg j-j-^ 
Tyr Gly He Pro Asn Lys lie Arg 365 

SM Phe S «u - « ~ - - s; 

s.r 22 Ar 3 Thr A,„ - Tyr s.r val D.u s.r *- Pr. «. cy* Val 



385 
Phe Phe 



(2 ) INFORMATIONS POUR LA SEQ ID NO : 212: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 181 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) PORTION DANS DE SENOHZ; c.»l««»t ,214168 . . 2X4710, 
, xi> DESCRIPTION DE LA SEQUENCE: SEQ ID NO, J« = 
Gly „ val M.t Thr Tyr s.r M. t s.r Asp He ,1a Hi, Dys Ph. « 
i le s.r A,„ P,o Thr s.r Pro Ala P» -« « «■ « ~ ~ 
P ro Pr. sl„ s« Pr. s.r Al, va! .1. s.r «, OX sly - « »- 

s.r Thr Trp sly Pro sly Pro «- - fo° V " ^ "° 

50 V 3 . m T(=u phe Thr Leu Gin Thr Glu Val 

Gin Leu Ala Ala Met Gin Asn Asn Leu Phe Thr 8Q 

JL ,1. « L*. W £ - -1 Sl» s.r s.r sin Thr AT, sly ~ 

Leu siy «, sly -° «- »- « £ M * "° ^ 

XI. ,.u Ala Val Ala Val XI. val « AXa s.r « sly « -V 
VaX « Pro Ph. val « v,l Cys « Ala Sly s.r Thr „ AXa IX. 
Trp Ala H. val s.r AX. s.r IX. Thr Thr L« H. cys cys val S.r 
IS Al, cys XI. P,. S AXa WS cys « W sly S.r « Pro sin 



165 

Thr Leu Tyr Val Ser 
180 
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(2) INFORMATIONS POUR LA SEQ ID NO: 213: 

(i) C ARAC TERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 2147 54 215143 ) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 213: 



Phe 


Thr 


Glu 


Gly 


Asn 


Met 


Val 


His 


Ser 


Val 


Tyr 


Asn 


Ser 


Leu 


Ala 


Pro 


1 






5 










10 










15 




Glu 


Gly 


Phe 


Ser 


Gin 


Val 


Ser 


He 


Gin 


Pro 


Ser 


Gin 


He 


Pro 


Thr 


Ser 






20 










25 










30 






Lys 


Lys 


Val 


Met 


He 


Ala 


He 


Met 


Thr 


Leu 


Phe 


Ala 


Leu 


Thr 


Ala 


He 


35 










40 










45 








Ala 


Ala 


He 


Val 


Leu 


Ser 


He 


Val 


Thr 


Val 


Cys 


Gly 


Gly 


Phe 


Pro 


Phe 




50 










55 










60 










Leu 


Leu 


Ala 


Ala 


Leu 


Asn 


Thr 


Val 


Thr 


He 


Gly 


Ala 


Cys 


Val 


Ser 


Leu 


65 










70 










75 










80 


Pro 


He 


Phe 


Thr 


Cys 


He 


Ala 


Thr 


Thr 


Leu 


Leu 


Leu 


Leu 


Cys 


Leu 


Arg 










85 










90 










95 




Asn 


He 


Glu 


Leu 


Leu 


Gly 


Gin 


Thr 


Ala 


Ser 


He 


Asp 


Pro 


Leu 


His 


Ser 








100 










105 










110 






He 


Gin 


Pro 


Asn 


Lys 


Thr 


Ser 


Arg 


Asn 


Arg 


Val 


Val 


Ala 


Gin 


Gin 


Lys 



115 120 125 



Met Ser 
130 



(2) INFORMATIONS POUR LA SEQ ID NO: 214: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 490 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : complement ( 21523 6 .. 216705 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 214: 



Met 


Asn 


Lys 


Lys 


Asn 


Thr 


Val 


Phe Ser Ser 


Arg 


Leu 


Gly 


Phe 


He 


Leu 


1 




5 






10 










15 




Ser 


Met 


Met 


Gly Val 


Ala 


He 


Gly Ala Gly Asn 


He 


Trp 


Arg 


Phe 


Pro 








20 








25 








30 






Arg 


Met 


Val 


Ala 


Gin 


Asn 


Gly 


Gly Gly Thr 


Phe 


He 


Leu 


Leu 


Trp 


Leu 




35 










40 






45 








Leu 


Phe 


Leu 


He 


He 


Trp 


Ser 


He Pro Leu 


He 


He 


Val 


Glu 


Leu 


Ser 




50 










55 






60 










He 


Gly 


Lys 


Leu 


Thr 


Arg 


Lys 


Ala Pro He 


Gly 


Ala 


Leu 


He 


Arg 


Thr 


65 






70 






75 










80 


Ala 


Gly 


Pro 


Lys 


Ser 


Ala 


Trp 


Leu Gly Gly 


Phe 


He 


Val 


Leu 


Val 


Ala 
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95 

85 „ ^ Tie Val Gly Trp Gly Phe Ser 

^ cy s II. «. OIV Tyr Tyr s.r Asn .1- t „ 

100 Ile val Pro Gly Asn His rne 

TVr Phe Phe Tyr Ser Leu Ser Gly Lys " e 125 

115 , n „ is His Cys Gin Ser Trp Met Pro Leu Ser Cys 

pro Gin Leu Trp Ala His His Cy 14Q 

Hi , £ « - - - - "* * ^ & Ile ys r 

IS «. Giy ix. -» - cy S « «. n; - » ; „ 

xl « cys - - ss ~ » - « - ~ s - Leu s His 7 

18" , „„. val Phe Asn Lys Al. 05,8 

Tr p <slu Gly He Arg W» »» Val 205 

155 „. 0 luM« Leu Thr Gin Asn Ala Trp Asp Thr 

Asp Tyr l.ys v.l Trp lie Gl» Al « .0 

Giy 2 Al Giy «p «* — »" Vil ^ ° ly »• 

1 « - - s - - - s - - - - a 

245 , T-io val Phe ser Ala Cys Ala Ser 

„v. Tie Ser Phe Leu Met Ala Val lie Val Phe ^ 

Z Z i£ - « « - - «- «- - £ oly Ala s " 

:: : s - - - * - ~° - - - rar m * wu 

Asn lie Leu 

Pro HU Ala His II. « S.r Thr Phe - « «- 320 

.- 310 Met Leu Phe Leu 

305 .7,1= Ala Leu Ser Ser Met lie Ser Met u 

Ala Phe Ser Met Ala Ala Leu 33b 

Leu ,r Gin Thr £ Thr - - ffi « - ~ ~ SS ~ ~ 

340 ^ Tfl __ Tle Giy val Pro Ser Ala Leu 

« ,r Al, Thr He Al, Al, - J J- ^ ^ _ 

A sn Leu Gin Phe Phe Asp Asn Gin Asp ^ 

u. Si » - »; - »• - s " & Leu s " ~ H 

s « - « -s - ~ - - ss ~ M ° Giy r i 

405 „ i tvc: Phe Leu Leu Pro Leu Giu 

L « u w . Thr Tyr Ph. asp «« — - ,ys 

420 m Phe Tyr Glu Gly Ala Met Leu fro 

oly val L« M» "» »» ^ 0 

sir. Al, £ Trp Trp Asn Pro - -1 « «r Asn He ~ S 

Leu S Gin Trp Giy J- S Gly Gly v,l « - - «• ^ 

465 mv- twc Plie Tvr Leu Asn Asn 

Lys Leu Tyr Thr Lys Phe lyr 4gQ 

485 



(2) 



INFORMATIONS POUR LA SEQ ID NO: 215: 

m CARACTERISTIQUES DE LA SEQUENCE : 

( (A ! LONGUEUR: 342 acides amines 

m\ TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (216892 217 917) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 215: 

Lys Ser Met Val Ser Val Val Arg Ser Ser Leu Tyr Tyr Thr Leu Leu 

15 10 15 

Thr Thr Leu lie Ser Ala Ala lie Ala Leu Val Leu Phe lie Phe lie 

20 25 30 

Lys Pro Ser Val Pro Leu Ser Gly Phe Asn Ala Ala Thr Glu Thr Asn 

35 40 45 

Ala Thr Gly Tyr Leu Ser Val Leu Ser Lys Thr lie Pro Gly Asn lie 

50 55 60 

Leu Glu Pro Phe Leu Glu Ser Asn Val lie Ala Ala Ala Phe Leu Ser 
65 70 75 80 

Ala Leu Leu Ala Thr Phe Ser Leu Ser Leu Pro Glu Asn Glu Arg Leu 

85 90 95 

Phe Val Arg Asn Ala Phe Asn Thr Leu Phe Ser Leu Leu Leu Ser. lie 

100 105 110 

Ser Lys Gly lie Leu Lys Met Leu Pro Leu Ala Thr Phe Ala Phe Ser 

115 120 125 

Leu Leu Phe Val Arg Glu Met Arg Thr Gly Asn Leu Glu Leu Ser Ser 

130 135 140 

Phe Gly Glu Tyr Leu Phe Cys lie Val Thr Ala Asn Cys Leu Gin Gly 
145 150 155 160 

Phe Leu Val Leu Pro Leu Leu Leu Lys Met Lys Gly lie Ser Pro Leu 

165 170 175 

Arg Thr Phe Lys Leu Met Ser Arg Pro Leu Ala Thr Ala Phe Phe Ser 

180 185 190 

Lys Ser Ser Ala Val Thr Leu Pro Leu Thr Met Glu Val Ala Glu Glu 

195 200 205 

Asn Leu His lie Arg Pro Thr lie Ser Arg Phe Val Phe Pro Leu Cys 

210 215 220 

Ser Val lie Asn Met Asn Ala Cys Ala Ala Phe lie Leu Thr Thr Val 
225 230 235 240 

Leu Phe Val Gly Val Ser Asn Gly He Val Phe Ser Pro Leu Ser Leu 

245 250 255 

He Ser Trp Val Phe He Ala Thr Leu Ala Ala Val Gly Asn Ala Gly 

260 265 270 

Val Pro Met Gly Cys Tyr Phe Leu Thr Ser Ser Leu Leu Ala Ser Met 

275 280 285 

Asn Val Pro Leu Gly Leu Leu Gly Leu He Leu Pro Ala Tyr Ala Leu 

290 295 300 

Leu Asp Met Leu Glu Thr Leu He Asn Val Trp Ser Asp Cys Cys He 
305 310 315 320 

Val Ser Val He Asn Lys Lys Phe Ser Glu Thr Glu Asp Leu Pro Pro 

325 330 335 

Cys Ser Tyr Thr Asn Glu 
340 



(2) INFORMATIONS POUR LA SEQ ID NO : 216: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 118 acides amines 

(B) TYPE: acide amine 
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(D ) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE: oui 

(xi) ASCRIPTION BE - SEQUENCE : SEQ ID KO: 216: 

. xia Phe Pro Tnr Ala Ala Lys Val Ala lie 
His Pro lie Cly Pro Ala ^ 15 ^ 

1 . Pin Leu lie Ser Asp W Oly Glu W ^ r 116 f 0 

Lys * Ol» ,eu ^ ^ a ^ a Ma phe 

^ Pro T*r Asn Ser Thr Val Val 

35 „• *™ Glv Lys Thr Lys Arg Glu lie v 

,„ U* II. ™ «« »- ™ ^ £ Ly3 Gly K9 Val 

«t cys W P»e =« s « ™ S " "* 
« ' L9U ' 0 !u «. »■ -X lx. ». «y ™ « 

Ma «u w ,o Leu M Mg Mg 

s« w» M» v.l «g W G " GlU UI 

100 

Gly Arg Thr Arg Asn Pro 
115 

(2) INFORMATIONS POUR LA SEQ ID NO: 217: 

IK) LONGUEUR: 113 acioeb 

(tJ\ TYPE: acide amine 

SI CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viil) MI — «-^" ,M ' B, " ! 

, DES C E IPTIOS DE LK = SEQ ID » = ' 

„ *s» Val » « CIV - - « S" 

r S " " I £ II. « « ». ^ « « « « - « 

ws Qly >1. fo » - ^ » Ile u . 

cys s.r Ala «. val 31V « <** <» 4= 

u . civ £ « val *la ~ - - - ^ ~ ^ ^ ^ 

50 o at a Ser Leu Ala Ala Gly Met He Leu v qq 

He Gly Thr pr 75 ^ ^ Arg 

65 r „, Le u Gly Leu Gly Leu Ala Arg Ala * y 

oly ser Leu Leu Leu Jlt Glu olu 

val olu lie Glu Arg Gin Leu Glu Val Val 



Leu 
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(2) INFORMATIONS POUR LA SEQ ID NO: 218: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 105 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 218695 219 009 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 218: 



Arg 


Ser 


Phe 


Glu 


Glu 


Glu 


Tyr 


Lys 


Ala 


Leu 


Ser 


Glu 


Val 


Tyr 


Arg 


Ala 


1 








5 










10 










15 




Asn 


Leu 


Glu 


Ala 
20 


Arg 


Arg 


Ala 


Val 


Ser 
25 


Lys 


Tyr 


Cys 


Gin 


Glu 
30 


Leu 


Glu 


Glu 


Lys 


He 
35 


Leu 


Asp 


Leu 


Cys 


Lys 
40 


Arg 


His 


Ala 


Ala 


Thr 
45 


He 


Cys 


Ser 


He 


Glu 
50 


Glu 


Asp 


Ala 


Lys 


Gin 
55 


Glu 


He 


Arg 


His 


Gin 
60 


Thr 


Glu 


Arg 


Phe 


Lys 


Gin 


Arg 


Leu 


Gin 


Gin 


Asn 


Gin 


Asn 


Thr 


Cys 


Ser 


Gin 


He 


Thr 


Ala 


65 










70 










75 










80 


GlU 


Leu 


Cys 


Lys 


Leu 
85 


Arg 


Ser 


Glu 


Asn 


Lys 
90 


Ala 


Leu 


Ser 


Glu 


Arg 
95 


Leu 


Gin 


Val 


Gin 


Ala 
100 


Ser 


Arg 


Arg 


Lys 


Lys 
105 

















(2) INFORMATIONS POUR LA SEQ ID NO : 219: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 19 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 219179 219748 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 219: 



Arg 


Arg 


Arg 


Phe 


Phe 


Phe 


Thr 


Val 


Ala 


Asn 


Ser 


Phe 


Leu Arg Arg 


Asp 


1 




5 










10 










15 




Lys 


He 


Tyr 


Phe 


Val 


Phe 


Asn 


Lys 


Arg 


Glu 


Tyr 


Leu 


Phe 


Gin 


Asn 


Phe 




20 










25 










30 






Gly 


Tyr 


Ser 


Phe 


Ser 


Tyr 


Arg 


Arg 


Arg 


Phe 


Ser 


Cys 


Cys 


Arg 


Trp 


Gly 


35 










40 










45 








He 


Ser 
50 


Phe 


Gly 


Phe 


Val 


Arg 
55 


Tyr 


Asn 


Val 


He 


Phe 
60 


Thr 


Val 


He 


Gly 


He 


Pro 


Ala 


Leu 


He 


He 


Gly 


Ser 


Ala 


Cys 


Val 


Gly 


Ala 


Gly 


He 


Ser 


65 










70 










75 










80 


Arg 


Leu 


Met 


Tyr 


Arg 


Ser 


Ser 


Tyr 


Ala 


Ser 


Leu 


Glu 


Ala 


Lys 


Asn 


Val 








85 










90 










95 




Leu 


Ala 


Glu 


Gin 
100 


Arg 


Leu 


Arg 


Asn 


Leu 
105 


Ser 


Glu 


Glu 


Lys 


Asp 
110 


Ala 


Leu 


Ala 


Ser 


Val 


Ser 


Phe 


He 


Asn 


Lys 


Met 


Phe 


Leu 


Arg 


Gly 


Leu 


Thr 


Asp 
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cu Ala Lys Val Met Olu Phe Olu He Asp Cys 
ASP ,eu Gin Ma olu Ala Lys 

130 Pll , tvs Asn Glu Gin Ala Leu Leu Ser a p 

Le u Asp Arg Leu Glu Lys Asn i55 

ser ser S Thr Arg Trp Leu Asp Ser Ala Glu T# 

170 

Lys Ala Ala Leu Lys Ala Ser He *JP 

* 180 

(2) INFORMATIONS POUR LA SEQ ID NO: 220: 

(i) CARACTERISTXQ^^f^fSr^-- 

A LONGUEUR: 180 acides amines 

. TYPE: acide amine 

$ CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

, • \ DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 220: 

Phe Arg He Leu Phe Tyr Thr Leu Val Ser Arg Asp 
Thr Glu Pro Cys Phe Arg 1Q ^ ^ 

1 *™ Val Lys Val Phe Tyr Val Lys Asn He Cy 

aiu Arg Arg Val Ly ^ ^ ^ ^ 

Pro ser Arg Val Leu Ser Arg Pro Phe Y 

35 n .„ cvs Ala Pro Thr Leu Glu ber 

ser Tyr Leu Phe Cys Ser Ser Cys 

50 Te u Tyr Lys Thr His He Tyr Cys Lys Arg Arg y ^ 

Olu Leu cys Leu Tyr Ly 5 ^ ^ 

65 .i» val Ser Leu Gly He Phe Ala lie 

XXe Glu Phe Ala Val 

to,, cvs Leu Leu Cys Arg Gly Ser ser 
Ala Leu Leu Qj. ^5 Leu Qly Val oly 

rlv Ile Gly Ala He Met He Gly Ser v 

ser cvs ^r Arg Gly Leu Gin Asn Arg He 
Le u Thr Phe Leu Tyr Trp Ser Cys ^ ^ 

130 ser A sp Ser Ser Ser ue 

Arg Thr Asn He Leu Ala ^ ^ 

145 q e r Leu Glu Phe Glu Leu Asn Glu Ai v 

Lys Ser Asp Phe Ser Leu l7Q 

1_ 6 D 



He Ser Val Ser 
180 



(2) INFORMATIONS POUR LA SEQ ID NO: 221: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

J XuEUR: 192 acides amines 

m\ TYPE: acide amine 

( (D ! CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 22049 9 .. 221074 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 221: 



Leu 


Pro 


Leu 


Lys 


Tyr 


u.e 


Lys 


lie 


Jr\Llfc= 


J. ill. 


Leu 


He 


Ser 


Phe 


Pro 


Val 


1 








5 










10 










15 




Ala 


Cys 


Arg 


Pro 


rile 


Leu 


Arg 1 


Asn 


Arg 




Ala 


Met 


Phe 


Asn 


He 


Ser 


























30 






Pne 


Cys 


Cys 


Asn 


Ser 


Ser 


Lys 


sr jl \j 


Leu 


Arg 


Ala 


Asp 


His 


Thr 


Glu 


Thr 




35 










40 










45 








lie 


Gly 
50 


Ala 


Gin 


Thr 


Thr 


Thr 
55 


Ser 


Arg 


Lys 


Glu 


Gin 
60 


Leu 


Leu 


Ala 


He 


Gly 


Ala 


Leu 


vai 


Leu 


tjiy 


vax 


Leu 




V d J- 


Leu Gly Gly Ala 


Leu 


Leu 


65 










70 










75 










80 


Leu 


Leu 


Phe 


Ser 


Gly 
85 


Ser 


Val 


Leu 


Ser 


Leu 
90 


Phe 


Ala 


Pro 


He 


Leu 
95 


Ser 


Leu 


Leu 


Ala 


Met 


Thr 


Leu 


Gly 


Ser 


Ala 


Cys 


He 


Gly Gly 


Ser 


Leu 


Val 








100 










105 










110 






Tyr 


Met 


Tyr 


Gly 


Phe 


Ser 


Leu 


Lys 


Pro 


Thr 


Arg 


Leu 


Pro 


Ser 


Glu 


Ser 




115 










120 










125 








Ser 


Gly 
130 


Leu 


Ala 


Pro 


Glu 


Ala 
135 


Val 


Thr 


Pro 


Gly 


Leu 
140 


Val 


Leu 


Ser 


Tyr 


Gin 


Glu 


Leu 


Leu 


Tyr 


Glu 


Ala 


Glu 


Glu 


Asp 


Leu 


Lys 


Glu 


Val 


Glu 


Gly 


145 








150 










155 










160 


Leu 


Leu 


Ala 


Gin 


Lys 
165 


Ser 


Lys 


Asp 


Leu 


Glu 
170 


Leu 


Ala 


Gin 


Lys 


Lys 
175 


He 


Glu 


Gin 


Leu 


Gin 
180 


Ser 


Gly 


Leu 


Lys 


Cys 
185 


Val 


Leu 


Glu 


Glu 


Ser 
190 


Leu 


Arg 



(2) INFORMATIONS POUR LA SEQ ID NO: 222: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 221137 221541 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 222: 



Gly 


He 


Val 


Val 


Gin 


Gin 


Lys 


Leu 


Arg 


Tyr 


Ser 


Glu 


Asn 


Val 


Ala 


Asn 


1 








5 










10 










15 




Asn 


Ser 


Phe 


He 


His 


Arg 


Ser 


Lys 


Arg 


Tyr 


Gin 


Leu 


Phe 


Val 


Val 


Val 








20 










25 










30 






Leu 


Thr 


Ser 


Leu 


Leu 


Ala 


Ala 


Leu 


Gly 


Gly 


Val 


Phe 


Leu 


Cys 


Leu 


Gly 






35 










40 










45 








Gly 


Val 


Tyr 


Ser 


Ser 


Leu 


Val 


Leu 


Gly 


Val 


Val 


Gly 


Gly Ala 


Ala 


He 


50 








55 










60 










He 


Gly 


Ser 


Cys 


He 


Gly 


Ala 


Phe 


Gly 


Leu 


Val 


Ser 


Tyr 


Leu 


Leu 


Ser 


65 






70 










75 










80 


Val 


He 


Arg 


Asn 


Ser 


Asp 


Gin 


Leu 


Leu 


Gin 


Glu 


Ala 


Lys 


Glu 


Ser 


Asp 








85 










90 










95 




Arg 


Lys 


He 


Ser 


Ser 


His 


Tyr 


Arg 


Val 


Leu 


Glu 


Thr 


Gin 


Lys 


Asn 


Arg 
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xx. oly £ - - - »? " ~ ~ ~ S PM ^ 

Glu He Giy " 12 o 

Ala Lys "is Oly Trp Asp 

130 

(2) INFORMATIONS POUR LA SEQ ID NO : 223: 

, • , CARACTERISTIQUES DE LA SEQUENCE : 

A S££oR- 164 acides amines 

* TYPE : acide amine 

$ SSlGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

^SCRIFIBM DE L* SEQUENCE, SEQ ID HO = 223, 

T« fl \7al ASP Ser Ala i>ei 
Glu Ala Pro Leu Val Asp 4b phe 

_ «. 2. XX. - ~ - - - - - r " _ Thr « 

lle « - - - - - ~ 2 r oiy ser val s. 

65 „ , Val val Thr Leu Val Val rae 5 

Pro Met lie Asn Val 0 ^ ^ Ly£J 

Le u Oiy M. Val Leu Thr Arg lie Ser Oly Ty 

100 * Ara Phe Val Leu Glu Asn Glu Arg Gin 
Lys Val Ser Leu Asp Arg Phe „5 ^ 

^ Gin Arg Leu Ala Asp He Ser Lys Glu Glu 
Le u Asp Lys Gin Arg 140 ^ Jle 

130 n„ Gin He Glu Glu Glu Lys Glu Ala He L ^ Q 
Ala Lys Gin Gin lie ^ i5 5 



150 

145 

Phe Pro Asn Asp 



(2) INFORMATIONS POUR LA SEQ ID NO: 224: 

(i) caractekxstique; \£X£2r* 1 

IA) LONGUEUR: 273 aciae 

) ' TYPE: acide amine 

S SnFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

DESCXPTIO^ DE L* SEQUENCE : SEQ ID ». 224. 
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Arg Lys Gly Gly Lys Met Val Ser Leu Ala Leu Gly Thr Ser Asn Arg 

1 5 10 15 

Val Glu Ala Asn Asn Gly lie Asn Asp Leu Ser Pro Ala Pro Glu Ala 

20 25 30 

Lys Lys Thr Gly Phe Gly Leu Cys Tyr Lys He Ser Ala Val Ala Ala 

35 40 45 

Leu Val Leu Gly Leu Leu Ala Ala Ala Gly Gly Ala Val Val Leu Ala 

50 55 60 

Leu Phe Cys Thr Phe Thr Pro Pro Leu Phe Phe Tyr Ala Gly Val Ala 
65 70 75 80 

Leu Val Ala Leu Gly Ala Val He Leu Gly Val Gly Val Ser Asn Thr 

85 90 95 

Cys Ser Cys Cys Leu Arg Ser Lys Arg He Glu Ala Arg Glu Gin Leu 

100 105 HO 

Leu Leu Gin Gin Lys Glu Glu He Ser Gin Leu Glu Gin Gin Leu Ala 

115 120 125 

Lys Ala Leu Gly Glu Leu Asp Thr Lys Cys Ala Ser Leu Leu Glu Arg 

130 135 140 

Arg Asp Leu Arg Glu Asn Leu Lys Ala Trp Gin Ala Tyr Cys Leu Asn 
145 150 155 160 

Leu Glu Glu Asp Val Arg Asp Leu Leu Lys Lys Leu Glu Gly Tyr Gin 

165 170 175 

Glu Arg Leu Lys Val Leu Pro Ala Lys Glu Lys Gin He Glu Glu Leu 

180 185 190 

Lys Ala Met Leu Glu His Tyr Ser Arg He Cys Tyr Glu Arg Gly Asp 

195 200 205 

Leu He Arg Met Leu Lys Thr Ala Asn Lys Lys Leu Ser Lys Glu Cys 

210 215 220 

Glu Lys Leu Leu Leu Asn Tyr Lys Ala His Leu Asp Val Cys Leu Gly 
225 230 235 240 

Glu Lys Val Leu Ala Lys Ser Val Asn Leu He Asp Leu Asp Leu Lys 

245 250 255 

Ser Asp Ser Ser Asp Gly Asp Asp Tyr Asp Phe Asn Tyr Gly Ser Arg 
260 265 270 

Val 



(2) INFORMATIONS POUR LA SEQ ID NO: 225: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 128 acides amines * 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 22343 5 223 818 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 225: 

Met Arg Cys Cys Cys Val Arg Thr Asn Cys Glu Glu Val Arg Ser Ser 

15 10 15 

Ser Thr Gly Asp Gin Val Val Ser Ala Val Lys Glu Arg Lys Cys Asp 

20 25 30 

Ser Ser Leu Arg Arg Lys He Ala Ser Val Ala Phe Thr Leu He Gly 

35 40 45 

Ala Leu Leu Leu Gly He Gly Met Val Leu Ser Phe Ala Leu Leu Gly 
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« n - - - - - - - ~ s - - z e 

65 . „ G ° Leu Tyr Lys Leu Phe Leu Arg Met Lys Arg 

w=n rvs Leu Ser Leu Giy u^"- on 

; i - « - ~ - - - ~ ™ ° iu asp ss vai r 

1 L „ s--- -s- ws R1 " iie s val ph ° 

115 

(2) FORMATIONS POUR LA SEQ ID NO: 226: 

m CARACTERISTIQUES DE LA SEQUENCE : 

i LoSuEUR: 298 acides araxnes 

m\ TYPE: acide amine 

J?, CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(villl POSITION DM.S DE OEHOKE: 

DESCRIPTION DE » SEO^CE, SEC ID NO, 2 2 S, 

T p>^ ser Phe Pro Leu Tyr Phe 
Met Ms Hi. T„r ,1. «. «- ™ « S »• « 

- « ™ ™ - 5? » 1 

, His £t .1. - Ma J~ - « - »• °* GW "* 

V,l OW « •« M-t Il« *U »» 

Pro & p». «. *i «- « « »° r n - 

E Mg «, ». - - - - ir h - ile ™ Als F I 

Lys Arg ^ Qlu Trp Leu 

„», Q P r Cvs Trp Leu Trp Leu lie Glu vai 
lie Phe Ser Cys 5 ^ ^ ^ ^ 

„n Gin Pro Phe He Phe Asp Gly ser giu 

Y ?S , A ?° oly oiy Gly Leu He lie Arg His 

t«i Glv Gly Val val Leu Gly Ala Gly Gly y 

™> _ Gly £ r olu lie Leu Gly He lie Val Asn Lys 

oly Gly Ala Thr Asp Gly Thr ^ X 

J 45 ^ Gly ^r Thr Val Gly Gin Val II. ^u Phe Val ^ 
L ys Arg Gly TV ^ ^ ^ ^ phe 

XX. Phe Ser Leu Gly Gly XX ^ ISO ^ ^ 

Met ser Leu Leu Thr Tyr Ala Val Ala V ^ 

195 mv^ tv«* ser Val Thr He inJ - 

H. Leu Gly Phe Glu asp Thr Lys ^ 

210 T u G1V Asn lie Leu Met Glu Thr Leu Gly Val Gly ^ 

Pro Arg Lys Leu Gly Asn ^ ^ 

225 • r-lu GlV Gly Phe Ser Gly Glu rr * 

^ ^ D.» BX. uu | lu tl . 

Deu Tyr «« ™1 val olu A« - °£ 
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Val His Arg Glu Asp Pro Ser Ala Phe lie Ala lie Glu Asn Leu His 

275 280 285 

Glu Val lie Asn Glu Lys Arg Thr Ser His 
290 295 



(2) INFORMATIONS POUR LA SEQ ID NO: 227: 

(i) C ARACTER I ST IQUE S DE LA SEQUENCE: 

(A) LONGUEUR: 185 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H Y POTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 225174 225728 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 227: 



He 


Ser 


Gly 


Ala 


Ser 


Gly 


He 


Xaa 


Leu 


Ala 


Val 


Thr 


Leu 


Val 


Ser 


Glu 


1 






5 










10 










15 




Leu 


Ala 


Arg 


Leu 
20 


Gly 


His 


His 


He 


Asp 
25 


Val 


He 


He 


Ser 


Pro 
30 


Ser 


Ala 


Gin 


Lys 


Thr 


Leu 


Tyr 


Tyr 


Glu 


Leu 


Asp 


Thr 


Lys 


Ser 


Phe 


Leu 


Ser 


Thr 




35 










40 










45 








He 


Pro 
50 


Gin 


Asn 


Phe 


His 


Asn 
55 


Gin 


He 


Val 


Leu 


His 
60 


His 


He 


Ser 


Ser 


He 


Glu 


Ser 


Ser 


Val 


Ser 


Ser 


Gly 


Ser 


Asn 


Thr 


Val 


Asp 


Ala 


Thr 


He 


65 










70 










75 










80 


He 


Val 


Pro 


Cys 


Ser 


Val 


Ala 


Thr 


Val 


Ala 


Ala 


He 


Ser 


Cys 


Gly 


Leu 








85 










90 










95 




Ala 


Asp 


Asn 


Leu 


Leu 


Arg 


Arg 


Val 


Ala 


Asp 


Val 


Ala 


Leu 


Lys 


Glu 


Lys 






100 










105 










110 






Arg 


Pro 


Leu 


He 


Leu 


Val 


Pro 


Arg 


Glu 


Ala 


Pro 


Leu 


Ser 


Ala 


He 


His 




115 










120 










125 








Leu 


Glu 


Asn 


Leu 


Leu 


Lys 


Leu 


Ala 


Gin 


Asn 


Gly Ala Val 


He 


Leu 


Pro 




130 










135 










140 










Pro 


Met 


Pro 


He 


Trp 


Tyr 


Phe 


Lys 


Pro 


Gin 


Thr 


Ala 


Glu 


Asp 


He 


Ser 


145 










150 










155 










160 


Asn 


Asp 


He 


Val 


Gly 


Lys 


He 


Leu 


Ala 


He 


Leu 


Gin 


Leu 


Asp 


Ser 


Pro 








165 










170 










175 




Leu 


He 


Lys 


Arg 
180 


Trp 


Glu 


Asn 


Pro 


Arg 
185 

















(2) INFORMATIONS POUR LA SEQ ID NO: 228: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 72 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 225334.-225549 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 228: 
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Lys Pte « «. «. "p «» ;y s " Rrg Gly r ar0 

II. Ara Oly W» Phe s.r Ph. Ar» Al* *r s.r AX» Thr « «« W 
Rtg « s.r fie «o His f , IU Al. Al, »r V f Ala Thr W u 
oin Oly Sr XI. XI. V.l Al- S.r Thr val Phe Olu Pro Asp Asp »r 

Glu Leu Ser He Glu Asp He Trp 
65 70 

(2) INFORMATIONS POUR LA SEQ ID NO: 229: 

(i ) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 288 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

POSITION DANS LE GENOME : co„pl.».»t (225749 .. 226612, 
(Xi) DESCRIPTION DE I* SEQUENCE : SEQ ID NO: 229, 
^ « Ph. Ala Ala « Ph. « « « * ~ S" ^ 
Phe s.r Pro cys Thr Pro Ph. Ser D.u Phe s.r L« «y Ser He 

Lys Thr n. ser „.u oly oly s.r M. - «- »« ™ "* 
Gly Met II. V,! Ash oin -1 V,! Asp Py Ala XI. Asp W «. » 
PIO Ar S Thr ol» s.r Ar 9 val «- P» Al. ol» « « ~ .1. JjJ. 
H L s.r Met L.u L..U « ™ » cys L.u He x.eu Ph. - J- Thr 
c y s Trp Deu Phe £» Pro ,e U cys Phe s.r L,eu Al. Val Deu S.r Thr 
« He M .t S X!e Tyr Pro Tyr Thr Dys « Phe Thr Phe « C.S 
His T rp lie « Oly - V.1 Tyr Tyr Deu .X, XI. « «« » - 
Ph. "la IX. XI. ol» Thr Pro s.r Ph. ser « Ph. cys «et Ser s.r 
£ ,eu oxy lie ser Si oly Me, XX. II. Al. ,1, Ash Asp II. Xle 
^ ^ « oin Asp val ol» Ph. Asp OXn ,ys Ol- Oly ,eu Ph. ser 

180 T n a Tie Thr He Ala Ser Ala 

He Pro Ala Arg Phe Gly Thr Lys Gin Ala lie Thr ^ 

Asn Leu X Xaa Ser Ala lie Ala Tyr Leu Leu lie Gly Tyr Phe Val 
Pro Asn Lys Thr Xle Phe Tyr Leu cys Ser Leu Val Pro Leu Thr Gly 

225 ™ Ti* III His Tyr ser Leu He Asp Pro Arg Ala Lys 

He Leu Arg Thr He Lys his iyr => 255 
245 



1000 



Ser Thr Leu Gin 
260 

Ala Phe Phe Ala 
275 



Gin Asn Phe Phe 

Asn Met lie Gly 
280 



Leu Gly Asn Leu 
265 

Leu Phe Leu Leu 



Ser Leu Gly lie 
270 

Arg Gly lie Leu 
285 



(2) INFORMATIONS POUR LA SEQ ID NO : 23 0: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 177 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHET I QUE : ou i 

(viii) POSITION DANS LE GENOME: complement (226769 227299 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 230: 



Trp 


Glu 


Lys 


Phe 


Arg 


Thr 


Leu 


Pro 


Leu 


Leu 


Leu 


Cys 


His 


Cys 


Arg 


Ser 


1 






5 










10 










15 




Tyr 


Lys 


Arg 


Ser 


Glu 


Ser 


Pro 


Trp 


Asn 


Ser 


Cys 


Asp 


Ser 


Leu 


Ser 


Gin 




20 










25 










30 






Ser 


Glu 


Asn 


He 


Ala 


Phe 


Phe 


Gin 


Glu 


Ala 


His 


Met 


Ala 


Ser 


Leu 


He 






35 










40 










45 








Arg 


Ser 


Leu 


Cys 


Glu 


Phe 


Thr 


Val 


Ala 


Tyr 


Lys 


His 


Thr 


Asp 


Pro 


Leu 


50 










55 










60 










Gly 


Leu 


Asn 


Val 


Asn 


Phe 


Pro 


Ala 


Ser 


Ala 


Asp 


Asp 


Ser 


Pro 


Trp 


Lys 


65 










70 










75 










80 


Gly 


He 


Arg 


Phe 


Thr 


Leu 


Ser 


Gly 


Asn 


Glu 


Phe 


Leu 


Phe 


Gly 


He 


Pro 








85 










90 










95 




Arg 


Leu 


Val 


Arg 


Thr 


Glu 


Gly 


Asn 


Arg 


Arg 


Tyr 


Tyr 


Thr 


Leu 


Tyr 


Asp 






100 










105 










110 






Met 


Arg 


Asp 


Lys 


Val 


Ser 


Glu 


Glu 


Phe 


Ser 


Glu 


Glu 


Tyr 


Leu 


Ala 


Leu 






115 










120 










125 








Ala 


Asn 


Asn 


Tyr 


He 


Ser 


Ala 


Ala 


Pro 


Leu 


Val 


Ser 


Lys 


Asn 


Thr 


Pro 




130 










135 










140 










Arg 


Ala 


Thr 


Leu 


Ser 


Glu 


Glu 


Glu 


Leu 


Ala 


Phe 


Leu 


Lys 


Asp 


Ser 


Phe 


145 










150 










155 










160 


Glu 


Gin 


Ser 


Val 


Leu 


Trp 


Lys 


Ala 


Ser 


Leu 


Asn 


Leu 


Glu 


Glu 


Asp 


Leu 










165 










170 










175 




Ala 

































(2) INFORMATIONS POUR LA SEQ ID NO: 231: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 152 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (227161 227 616 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 231: 



1001 



Met Thr Glu Thr Arg Arg Leu Arg He Leu He Thr Asn Asp Asp Oly 
lie Lys Ala Lys Oly He Ser Leu Leu He Ser Leu Leu Arg Olu Ala 
ASP Phe Ala Asp Leu Tyr Val Val Ala Pro Leu Olu Olu Oln Ser Oly 
Arg ser Met Ala Phe Ser Leu Val Olu Pro Thr Ala Leu Olu Pro Phe 
Asp Tyr Pro Oln Arg Val Oln Olu Ala Trp Ala Val Thr Oly Thr Pro 

65 „ i r« tL Ala He Oly Glu Leu Phe Lys Glu Asn Ala 

Val Asp Cys Val Lys Leu Ala lie ^j-* ^ gg 

x Leu ser Gly He Asn Asn Oly Lys Asn Ser Oly Arg 

Leu Asp Leu He Leu ser ^.j.y a a. ^ 11Q 

Cys Leu Tyr Ser Ala Thr Val Gly Ala He Arg Glu Ala Asn Leu 

His Gly He Pro Ala He Val Phe Leu Lys Val Arg He Ser Leu Phe 



Ser Lys Lys Leu He Trp Pro Pro 



145 150 



(2) INFORMATIONS POUR LA SEQ ID NO : 232: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 23 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 227750 .. 228457 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 232: 

Lys Phe Ser Ala Gin Ser Val Tyr Thr His Ala Met Leu Gin Lys His 
Thr Arg He Ala Val Ala Leu Ser Oly Gly Lys Asp Ser Leu Ser Leu 
L eu Leu Met Leu Lys Ala He Ser Oly Arg Oly Phe Pro Glu Leu Thr 
He His aL He His He Oly Oly Lys Tyr Ser Cys Oly Ala Ala Val 
Ser G°iy Asn Tyr Leu Ser Ser He Cys Asp Lys He Oln Val Pro Leu 
fie Ser He Pro Ser Ho iyr Glu Thr Olu Asn Pro Olu Cys Tyr Thr 
Cys Ser Arg He Arg Arg Arg Leu Leu Phe Asp Thr Ala Lys Ala Val 
Oly Ala Thr HI Val Ala Phe Gly His His Arg Asp Asp Val Val Oln 
to Thr Leu Met Asn Leu Leu His Lys Ala Olu Phe Ala Gly Met Leu 
Pro Va°i Val Asp Met Val Asn Phe Oly He Thr He Leu Arg Pro Leu 
ife Phe lie Pro olu Asp Leu He Arg Lys Phe Ala Lys olu Ser Oly 



1002 



Phe Ala Arg lie 
180 

Thr Glu Glu Ala 
195 

His Asn lie Ala 
210 

Arg Val Glu Gin 
225 



Thr Cys Arg Cys 

Leu Lys Thr Leu 
200 

Leu Ala Val Arg 
215 

Tyr Asp Ser Leu 
230 



Pro Val lie Ser 
185 

Glu Thr lie Phe 

Glu Thr Gly Leu 
220 

Leu Thr Glu Thr 
235 



Leu Arg Thr Lys 
190 

Pro Gin Ala Arg 
205 

Ser Lys Ala Asn 



(2) INFORMATIONS POUR LA SEQ ID NO : 233: 

(i) C ARACTER I ST I QUES DE LA SEQUENCE: 

(A) LONGUEUR: 465 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 228607 23 0001 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 233: 

Ala Ser Ser Gin lie Phe Tyr Pro lie Gly Tyr Phe Tyr Cys Arg Asp 

15 10 15 

Val lie Pro Cys Ser Ser Tyr Gin Phe Thr Lys Pro Ser Phe Asn Ser 

20 25 30 

Lys Thr Trp Leu lie Tyr Ser lie Leu Leu Ser Val Ala Val Ala Cys 

35 40 45 

Phe Met lie Pro Tyr Ala Leu lie Ala Ala Glu Leu Ala Ser Phe Lys 

50 55 60 

Pro Gin Gly lie Tyr Val Trp Thr Arg Asp Ala Leu Gly Lys Arg Trp 
65 70 75 80 

Gly Phe Phe Ala lie Trp Met Gin Trp Phe His Asn Met Thr Trp Tyr 

85 90 95 

Pro Ala Met Leu Ala Phe lie Ala Ser Thr Leu Val Tyr Gin lie Ser 

100' 105 110 

Pro Asp Leu Ala Asn Asn Arg Leu Tyr Leu Ser Ser Val lie Leu Leu 

115 120 125 

Gly Phe Trp Gly Leu Thr Phe Phe Asn Phe Leu Gly lie Gly Thr Ser 

130 135 140 

Ala Leu Phe Ser Ser lie Cys Val lie Val Gly Thr Leu lie Pro Gly 
145 150 155 160 

Ala lie Leu Val Ala Phe Ala Ala Tyr Trp lie Gin Gly Gly Asn Pro 

165 170 175 

lie Ala lie Asn Phe Ser Trp Ser Glu Leu Leu Pro Asp Phe Ser Ser 

180 185 190 

Pro Ser Ser Phe Val Leu Leu Ser Gly Met Leu Leu Ala Leu Cys Gly 

195 200 205 

Leu Glu Ala Asn Ala Asn Leu Ala Ser Asp Met Glu Asp Pro Lys Arg 

210 215 220 

Asn Tyr Pro Lys Ala Val Phe lie Gly Ala Val Ser Thr Leu Ala lie 
225 230 235 240 

Leu Val Leu Gly Ser Leu Ala lie Ala lie Val lie Pro Lys Glu Glu 

245 250 255 

lie Ser Leu Val Ser Gly Leu lie Arg Ala Phe Ser Leu Phe Phe Glu 

260 265 270 

Lys Tyr Asn Leu Ser Trp Met Thr Gly lie lie Val Ala Met Thr lie 



1003 



Ala Gly fer Leu Gly Glu Leu Asn Ala Trp Met Phe Ala Gly Thr Lys 



280 



285 



9 q c 300 
290 ^ yb 



Oly Leu Phe He Ser Thr Gin Asn Asp Cys Leu Pro Lys lie Phe Lys 



310 315 



lys Thr Asn Ser Arg Asp Val Pro Thr Asn Leu Met Leu Phe Gin Ala 

He Val Val Thr Leu Phe Thr Phe He Phe Val Tyr Val Asp Ser Ala 
340 345 



Asp Leu Ala Tyr Trp He Leu Ser Ala Leu Ser Leu Gin Met Tyr Leu 
Val Met Tyr He Cys Leu Phe He Val Gly Pro Val Leu Arg He Lys 
Glu III Lys Ala Gin Arg III Tyr Ser Val Pro Gly Lys Leu Val Gly 
Met Cys Val Leu Ser Thr Leu Gly He Leu Ser Cys Leu Phe Ala Leu 
Gly He Ser Phe Leu Pro Pro Gin Glu Val Val Ser Phe Ser Thr Met 



405 410 

Pro Pro Gin Glu Val Val ser rae 
420 425 430 

Gly Gly Asn Phe Gly Tyr Thr Ala Leu Leu Leu Leu Ala Phe Val He 

Asn cys cys He Pro Phe Gly Met Tyr Tyr Ser His Lys Lys Leu He 



A CC 460 

450 4bb 



Lys 
465 



(2) INFORMATIONS POUR LA SEQ ID NO: 23 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 08 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement (230151 231074 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 234: 

Glu His Leu Arg Met Thr Thr He Phe Asp Leu Leu Gly Lys Asp Ala 
Lp Tyr Leu Leu Ln His Lys Cys Val "e Lys Lys Glu Ala Leu Thr 

Pre 
Asr 

Leu lly Gly Thr Gly Tyr Leu Ser He Leu Pro Val Asp Gin Gly Val 
Glu His Thr Ala Gly IL Ser Phe Ala Lys Asn Pro Met Tyr Phe Asp 
Pro Glu Asn He Val Arg Leu Ala Met Glu Ala Gly Cys Ser Ala Val 

HI ~" ' 120 125 



Leu Pro Ser fly Asp Phe Val Ser Arg Val Phe Ala Glu Ser Asp Arg 
Asn Asn Arg Val Leu Arg Ser Leu Gin Gin Met Phe Ser Tyr Gly Arg 



Ala Ser Ser Tyr Gly Val Leu Ser He Leu Ala Arg Arg Tyr Ala His 

115 I 20 « rrv. 

Lys He Pro Phe Leu Leu Lys Leu Asn His Asn Glu Leu Leu Ser Tyr 



130 



135 



1004 



Pro 


Thr 


Thr 


Tyr 


His 


Gin 


lie 


Phe 


Phe 


Ser 


Gin 


Val 


Glu 


Aso 


Ala 


TVr 


145 










150 










155 










160 


Asn 


Met 


Gly 


Ala 


Val 


Ala 


Val 


Gly 


Ala 


Thr 


lie 


TVr 


Phe 


Glv 


Ser 


Glu 










165 










170 










175 




Ser 


Ser 


Ser 


Glu 


Glu 


lie 


Val 


Ala 


Val 


Ala 


Glu 


Ala 


Phe 


Ala 


Arg 


Ala 








180 










185 










190 






Arg 


Glu 


Leu 


Gly 


Leu 


Ala 


Thr 


Val 


Leu 


Trr> 


Cvs 


TVr 


Leu 


Arg 


Asn 


Pro 






195 










200 










205 








His 


Phe 


Val 


Val 


Asn 


Asn 


Val 


Asp 


TVr 


His 


Thr 


Ala 


Ala 


Asp 


Leu 


Thr 




210 










215 










220 










Glv 


Gin 


Ala 


Asp 


His 


Leu 


Glv 


Ala 


Thr 


Leu 


Glv 


Ala 


Asp 


He 


Val 


Lys 


225 










230 










235 










240 


Gin 


Lys 


Leu 


Pro 


Thr 


Leu 


Gin 


Gly 


Gly 


Phe 


Lys 


Thr 


He 


Asn 


Phe 


Ser 










245 










250 










255 




Lys 


Thr 


Asp 


Asp 


Leu 


Val 


Tyr 


Ser 


Glu 


Leu 


Ser 


Ser 


Asn 


His 


Pro 


He 








260 










265 










270 






Asp 


Leu 


Cys 


Arg 


Tyr 


Gin 


Val 


Leu 


Asn 


Ser 


Tyr 


Cys 


Gly 


Lys 


Val 


Gly 






275 










280 










285 








Leu 


lie 


Asn 


Ser 


Gly 


Ala 


Leu 


Leu 


Gly 


Lys 


Met 


Thr 


Leu 


Leu 


Lys 


Gin 




290 










295 










300 










Leu 


Lys 


Gin 


Gin 



























305 



(2) INFORMATIONS POUR LA SEQ ID NO : 23 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 553 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 23 1348 233 006 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 23 5: 



Lys 


Glu 


Lys 


He 


Val 


Phe 


Met 


Arg 


Thr 


Asp 


Ser 


Pro 


Leu 


Asn 


Pro 


Pro 


1 








5 










10 










15 




Asp 


Ser 


Thr 


Arg 


Gly 


Val 


Phe 


Gin 


Phe 


Leu 


Glu 


Thr 


Gin 


Cys 


Asp 


Arg 








20 










25 










30 






Ala 


Met 


Ala 


Arg 


Ser 


Arg 


Gin 


Ser 


Gin 


Phe 


He 


Gly 


Leu 


Val 


Ser 


Ala 






35 










40 










45 








Val 


Ala 


Ala 


Ala 


Ala 


Leu 


Leu 


Leu 


Leu 


Leu 


Val 


Val 


Ala 


Leu 


Ser 


Val 




50 










55 










60 










Pro 


Gly 


Phe 


Pro 


Val 


Ala 


Ala 


Ser 


He 


Val 


Val 


Gly 


Val 


Leu 


Phe 


Ala 


65 










70 










75 










80 


Leu 


Ser 


He 


Val 


Ala 


Leu 


Thr 


Ala 


Ser 


Phe 


Leu 


Val 


Tyr 


He 


Ala 


Asn 










85 










90 










95 




Ala 


Lys 


Leu 


Val 


Ala 


He 


Arg 


He 


Lys 


Phe 


Leu 


Ser 


Ser 


Gly 


Leu 


Gin 








100 










105 










110 






Asp 


His 


Phe 


Ser 


Glu 


Ser 


Pro 


He 


Leu 


Gly 


Thr 


Leu 


Arg 


Lys 


Gly 


Arg 






115 










120 










125 








Gly 


Ala 


Ser 


He 


Pro 


Leu 


He 


Ser 


Gly 


Gin 


Ala 


Asp 


Asp 


Ser 


Leu 


Pro 




130 










135 










140 










Asn 


Arg 


He 


Gly 


He 


Lys 


Lys 


Ser 


Ala 


Glu 


Met 


Arg 


Val 


Leu 


Gin 


Lys 


145 










150 










155 










160 


Gly 


He 


Gly 


Thr 


Asp 


Tyr 


Lys 


Lys 


Tyr 


Lys 


Gin 


His 


Leu 


Asp 


Arg 


Val 



1005 



165 1^0 175 



A sn Asn Asp Phe Thr Phe Val Cys Glu Oly Ha Ser Ala Leu He Pro 

Thr Olu Lys Asp Ala Pro Phe Pro He olu Pro Ser His Leu Ala Gly 

Val Phe III Val Ser Phe Ser Pro Asp Lys Asn Pro He Leu Lys He 

Thr Arg His Ala Olu Lys Met Leu Oln Pro Pro Oln Oly Gly Phe Pro 

Asn Oly Leu Val Trp tin Cys Oly Ala Leu Ser As P Pro Lys ijys Phe 

245 Zou 
Ala Ala Pro Phe Leu Ser Leu He Olu Lys Thr His Gin Oly He Leu 

val Ser Lys Asp Leu Lys Asp Asn Lys Olu Arg Lys Leu Ala Leu Olu 



280 



Ala Ser Leu Leu Ser Leu Asn He Phe Phe Ser Oly Trp Cys Leu Oly 



295 



Asn III Olu Tyr Asn Oln Tyr He Thr Thr Ala Val Ala Olu Lys Tyr 



lys Asp Val Ser Val Arg Asn Arg He Tyr Asp Phe Leu Asp Thr Gly 

AS n Val He Ser "a Leu Ala Leu Ala Ser Xaa Tyr Ser Gin Asp Ser 

Ala Trp Ala a" Oly Leu Gin Lys Val Leu Arg Glu olu Asp Lys Lys 

Thr Lys lys Lys Ser Arg Olu III Val Ser Cys Leu Tyr Arg Asp He 

ASP Pro Oly cys Cys Leu Arg Ala Leu Pro Lys Arg Phe Olu Ser jys 

III Ser Gly Ser Gin Gly Ser Pro Lys Glu Gin Leu Ser Ser Leu Leu 

405 4±u 
Lys Ala Leu Asp Gin Lys He Pro Ser Gly Val Leu Gly Leu He Ala 

Ly s Ala Ser Ser Ala Asp Leu Lys Ala Asp Phe Ala Oly Met Leu Glu 



Val lie Lys Gin Leu Gin Ala Leu Phe Asp Ser Tyr Pro Pro Leu Cys 



440 



455 



Glu Asp Asn He Leu Leu Trp Leu Ser Ala Ser Leu Glu Oln Val Oly 



470 



til Gin Lys Lys Leu Arg Thr Phe Leu Pro Ser Ser Glu Lys lys Leu 



L eu Olu Arg Val ill Ser Thr Phe Leu Leu Oly Leu Tyr Thr Arg Gly 



Val Phe ser III Oly Gin Val Asn oin Leu Ala Thr He Cys Asn Thr 



505 



Gin Asp III Thr Glu Phe cys Glu Arg Val Ser Asp Leu Ser Leu He 



520 



525 



c->c 540 
530 53b 



Lys Arg Ala Leu Pro Ala Leu Phe Gly 



545 



550 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 232 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



1006 



(viii) POSITION DANS LE GENOME: 233134 233829 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 23 6: 



S G3T 


Asp 


Lys 


Phe 


Phe 


Pro 


He 


Lys 


Gin 


Lys 


Leu 


Ala 


Leu 


Glu 


Ala 


Val 


1 








5 










10 










15 




Ala 


Leu. 


Val 


Glu 


Pro 


Glv 


Met 


Cvs 


Val 


Glv 


Leu. 


Glv 


Ser 


Glv 


Ser 


Thr 








20 










25 










30 






Ala 


Arg 


Glu 


Phe 


He 


Leu 


Ala 


Leu 


Glv 


Asp 


Arg 


Val 


Arg 


Thr 


Glu 


Arg 






35 










40 










45 








LeU 


Val 


He 


Thr 


Ala 


Val 


Ala 


Ser 


Ser 


Arg 


He 


Ser 


Gin 


Leu 


Leu 


Ala 




50 










55 










60 










o J. U 


Ala 

/A X. C*. 


Val 


Gly 


He 


Pro 


Leu 


Leu 


Asp 


His 


Ser 


Leu 


Leu 


Gin 


Asp 


Val 


65 










70 










75 










80 


Asp 


Leu 


veil 


veil 






AT 3 




Glu 


Val 


Asp 


Pro 


Cys 


Leu 


Arg 


Met 










85 










9 0 










95 




Tip 




rjiv 




nl v 
oj. y 


Vj J. y 


Ala 


Leu 


Phe 


Arg 


Glu 


Lys 


He 


Leu 


Leu 


Gin 








100 










105 










110 






Ser 


Gly 


Lys 


Arg 


Asn 


Val 


He 


Leu 


Val 


Asp 


GlU 


Arg 


Lys 


Leu 


Val 


Pro 






115 










12 0 










125 








Thr 


Leu 


Gly 


Lys 


Phe 


Ser 


Leu 


Pro 


He 


GlU 


He 


Ala 


Pro 


Phe 


Gly 


Cys 




130 










135 










140 










Ser 


Ser 


Val 


Gin 


Arg 


He 


Leu 


Asn 


Lys 


Gin 


Gly 


Tyr 


Phe 


Gly 


Glu 


Trp 


145 










150 










155 










160 




Glu 


Thr 


Ser 


Ala 


Gly 


Glu 


Arg 


Phe 


He 


Thr 


Asp 


Asn 


Gly 


Asn 












165 










170 










175 




He 


Tyr 


Asp 


Val 


Arg 


Thr 


Pro 


Asp 


Ser 


Tyr 


Ala 


Asn 


Pro 


Glu 


Glu 


Asp 








180 










185 










190 






Met 


He 


Arg 


Leu 


Leu 


Gin 


He 


Arg 


Gly 


He 


He 


Asp 


Val 


Gly 


Phe 


Val 






195 










200 










205 








He 


Ala 


Lys 


Ala 


Glu 


Val 


Trp 


Val 


Gly 


Tyr 


Ala 


Asp 


Gly 


Ser 


He 


Val 




210 










215 










220 










Arg 


Lys 


Lys 


Glu 


His 


Asn 


Glu 


Tyr 


















225 










230 






















(2) 


INFORMATIONS POUR LA SEQ ID NO; 


: 237: 












(i) 


CARACTERISTIQUES DE LA 


SEQUENCE : 














(A) 


LONGUEUR: 137 acides amines 
















(B) 


TYPE: acide amine 






















(D) 


CONFIGURATION: 


lin£aire 


















(iii) HYPOTHETIQUE ; 


: oui 




















(viii) 


POSITION DANS LE GENOME 


: 233855. 


. .234265 










(xi) 


I DESCRIPTION DE LA 


SEQUENCE: SEQ ID NO 


: 237: 








Ser 


Leu 


He 


Leu 


He 


Asn 


Phe 


Tyr 


Lys 


Leu 


Val 


Ser 


Phe 


Arg 


Asn 


Tyr 


1 








5 










10 










15 




Ala 


Gly 


He 


He 


Leu 


Gly 


Thr 


Asp 


Glu 


Lys 


Gin 


Phe 


Ala 


He 


Tyr 


Gly 








20 










25 










30 






His 


Ala 


Ser 


Met 


Asp 


Thr 


Ala 


Phe 


Lys 


Lys 


Arg 


Glu 


Asp 


Leu 


Ala 


Ala 






35 










40 










45 








Glu 


Glu 


Glu 


Arg 


Ser 


Arg 


Pro 


Ser 


Thr 


His 


Asp 


Val 


Leu 


Asn 


Phe 


Val 



1007 



L eu Thr ser Phe Asp Leu Ser Val Val Arg Val Val He Thr Glu Tyr 

lis Asp Asn Val Phe ? Tyr Ser Arg Leu Phe Leu Olu Gin Lys Arg Gly 

85 

Asp Arg Leu Tyr He Ala As P He Asp Ala Arg Pro Ser Asp Ser He 

Pro Leu Ala He Lys Tyr Gin Val Pro He Leu Cys Val Lys Ser He 
1 1 c 120 



Phe Asp Glu Ala He Pro Tyr Glu Asp 
130 135 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 191 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 234282.-234854 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 238: 

Asp Val Met Thr Lys Leu Pro Tyr Ala Leu Leu Asp Lys Gly Ser Leu 
Lu val Ala Ser Pro Asp Val Asn Gly Gly He Phe Ser Arg Ser Val 
val Leu Leu Cys Glu His Ser Pro Asn Gly Ser Phe Gly Leu He Leu 
Asn Lys lie Leu Glu lie Asp Ser Pro Glu Glu lie Phe Pro Leu Asp 
His Phe Asp Glu ser Lys 111 Arg Phe cys Met Gly Gly Pro Leu Gin 
fla Asn Gin He Met Leu Leu His Thr Ser Pro Asp Ser Ala Asn Ser 
Ser lie Glu lie Cys Pro Ser Val Phe Leu Gly Gly Asp Phe Ser Phe 
Ala Gly Glu Lys Glu Gly Arg Thr Arg Asp Asp Lys Met Leu Leu Cys 
Phe Gly £r ser Gly Trp Gin Sy Gly Gin Leu Glu Lys Glu Phe Leu 
Glu S Leu Trp Phe Leu £a Pro Ser Ser Gin Glu He lie Phe Thr 
A 4 SP Ala Pro Glu Arg Met Trp Ser Asp Val Leu Gin His Leu Gly Gly 

Arg Phe Ala Ser III Ser Thr He Pro Glu Asn Leu Leu Leu Asn 

t on lob 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 297 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



1008 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 23 5227 .. 23 6117 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 239: 



Met 


Ser 


His 


Leu 


Phe 


Ser 


Lys 


Ala 


Cys 


Gin 


Tyr 


Phe 


Pro 


Gly 


Gly 


Val 


1 








5 










10 










15 




Asn 


Ser 


Pro 


Val 


Arg 


Ala 


Cys 


Arg 


Ala 


Val 


Asn 


He 


Thr 


Pro 


Pro 


He 








20 










25 










30 






Val 


Ala 


Arg 


Ala 


Ser 


Lys 


Glu 


Val 


Phe 


He 


Asp 


Ser 


Leu 


Asp 


Lys 


Thr 






35 










40 










45 








Phe 


lie 


Asp 


Phe 


Cys 


Gly 


Ser 


Trp 


Gly 


Ser 


Leu 


He 


His 


Gly 


His 


Ser 




50 










55 










60 










His 


Pro 


Lys 


He 


Cys 


Ala 


Ala 


He 


Arg 


Gin 


Gly 


Leu 


Glu 


Arg 


Gly 


Ser 


65 










70 










75 










80 


Ser 


Tyr 


Gly 


Leu 


Thr 


Ser 


Glu 


Gin 


Glu 


He 


Leu 


Phe 


Ala 


Glu 


Glu 


He 










85 










90 










95 




Phe 


Ser 


Tvr 


Leu 


Gly 


Leu 


Glu 


Thr 


Asn 


Tyr 


Lys 


He 


Arg 


Phe 


Met 


Ser 








100 










105 










110 






Thr 


Glv 


Ser 


Glu 


Ala 


Thr 


Met 


Thr 


Ala 


Val 


Arg 


Leu 


Ala 


Arg 


Gly 


He 






115 










120 










125 








Thr 


Glv 


Arg 


Pro 


He 


He 


He 


Lvs 


Phe 


Leu 


Glv 


Cys 




His 


Glv 


His 




130 










135 










140 










Ala 


Asp 


Thr 


Phe 


Leu 


Gin 


Glu 


Lvs 


Pro 


Phe 


Ser 


His 


Thr 


Ser 


Leu 


Asp 


145 










150 










155 










160 


Thr 


Leu 


Asp 


Leu 


Ala 


His 


Pro 


Leu 


Thr 


Leu 


Ser 


Leu 


Pro 


Phe 


Asn 


Asp 










165 










170 










175 




Phe 


Pro 


Leu 


Phe 


Gin 


Thr 


Val 


Met 


Asn 


Ser 


Leu 


Gly 


His 


Lys 


Val 


Ala 








180 










185 










190 






Gly 


Val 


He 


Phe 


Glu 


Pro 


Val 


Cys 


Ala 


Asn 


Met 


Gly 


Val 


He 


Leu 


Pro 






195 










200 










205 








Val 


Pro 


Asp 


Phe 


He 


Glu 


Gly 


Val 


He 


Gin 


Thr 


Cys 


Gin 


Gin 


Thr 


Gly 




210 










215 










220 










Ser 


Phe 


Ser 


He 


Met 


Asp 


Glu 


Val 


Val 


Thr 


Gly 


Phe 


Arg 


Val 


Ala 


Gin 


225 










230 










235 










240 


Gly 


Gly 


Ala 


Ala 


Ala 


Leu 


Tyr 


His 


Val 


Lys 


Pro 


Asp 


He 


Leu 


Val 


Phe 










245 










250 










255 




Gly 


Lys 


He 


Leu 


Gly 


Gly 


Gly 


Leu 


Pro 


Ala 


Ser 


Ala 


Val 


Val 


Ala 


Pro 








260 










265 










270 






Lys 


Asp 


He 


Met 


Asp 


His 


Leu 


Ala 


Pro 


Glu 


Glu 


Lys 


Ser 


Ser 


Lys 


Leu 






275 










280 










285 








Glu 


His 


Phe 


Gin 


Glu 


He 


Leu 


Trp 


Leu 

















290 295 



(2) INFORMATIONS POUR LA SEQ ID NO: 240: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 632 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : 23 63 14 .. 238209 



1009 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 240: 
Met Arg Tyr Asp Pro Gly Leu He Glu Glu Lys Trp Gin Lys Phe Trp 
lys Asn Glu Gin val Phe Lys Ala Glu Glu Asp Glu Thr Lys Thr Lys 
Tyr Tyr Val Leu Asp Met Phe Pro Tyr Pro Ser Gly Ala Gly Leu His 
val Gly His Leu He Gly Tyr Thr Ala Thr Asp lie Val Ala Arg cys 
Lys Arg Ala Gin Gly Phe Ser Val Leu His Pro Met Gly Trp Asp Ser 
Phe Gly Leu Pro Ala llu Gin Tyr Ala lie Arg Thr Gly Thr His Pro 
Arg Glu Thr Thr Su Lys Asn lie Ala Asn Phe Lys Lys Gin Leu Thr 



55 . 60 

- Val Leu His 
70 ' 75 
i Gin Tyr Ala 

85 9° 

i Lys Asn lie 

Ala Met Gly Phe Ser Tyr Asp Glu III Arg Glu Phe Ala Thr Ser Asp 
Pro Glu Tyr Tyr Lys Trp Thr Gin Lys Leu Phe Leu He Leu Tyr Glu 

Lys G 3 ly Leu Ala Tyr Met Ala Asp Met Ala Val Asn Tyr Cys Pro Glu 

150 ±r)::) 



III Gly Thr Val Leu Ser Asn Glu Glu lie Glu Asn Gly Phe Ser Val 
ASP Gly Gly Tyr Pro Val Glu Arg Arg Met Leu Arg Gin Trp Val Leu 
Arg lie Thr III Phe Ala Asp Gin Leu Leu Glu Gly Leu Asp Glu Leu 
Asp Trp HI Glu Ser Val Lys "a Leu Gin Lys Asn Trp He Gly Lys 
Ser III Gly Ala Ser Val Asn Phe Ala Thr Glu His Gly Ala He Glu 
III Phe Thr Thr Arg III Asp Thr Leu lie Gly Val Ser Phe Leu Ala 
L eu Ala Pro Glu nts Pro Leu Val Asp Leu Leu Thr Ser Asp Glu Gin 
L ys Ala Val III Ala Gin Tyr He Lys Glu Thr Gin Ser Lys Ser Glu 
Arg Asp Vrl He ser Glu Met Lys Thr Lys Ser Gly Val Phe Thr Gly 
Ser Tyr Ala Lys His Pro vfl Thr His Glu Leu He Pro He Trp He 
III Asp Tyr Val Leu Met Gly Phe Gly Ser Gly Ala Val Met Gly Val 
Pro Ala His Asp G 2 lu Arg Asp Leu Leu Phe Ala Glu Gin Phe Asn Leu 
Pro Val Val lil Val Leu Asn Glu Glu Gly Val Cys lie Asn Ser Cys 
cys Glu III Phe His Leu Asp lly Leu Ser Gly Glu Glu Ala Lys Gin 
Tyr III He Asn Phe Leu gIu Glu Asn His Leu Gly Ala Ala Lys lie 



III Tyr Lys Leu Arg Asp Trp Leu Phe Ser Ar g Gin Ar g Tyr Trp Gly 



Olu Pro lie Pro fie He His Phe Glu Asp Gly Ser Cys Arg Pro Leu 



410 



Ar g A sp Asp Glu Leu Pro Leu Leu Pro Pro Glu He Gin Asp Tyr Arg 



425 



1010 



Pro 


Glu 


b iy 


vai 


biy 


bin 


biy 


Pro 


Leu 


Ala 


Lys 


val 


Arg 


blU 


Trp 


vai 




j4 ^ n 

41 D U 










_) 










4 fin 










bin 


Val 


riie 


Asp 


inr 


blU 


1 111 


bin 


Arg 


Ala 


biy 


Lys 


Arg 


bill 


my, -y~ 
1 HI 


fllS 


% D D 










/ u 










ft / D 










480 


llli 




Pro 


bin 


Trp 


Ala. 


biy 


Ser 


Cys 


Trp 


Tyr 


Tyr 


Leu 


Arg 


Phe 


Cys 










485 










49 0 










495 




Asp 


Ala 


ill 


Asn 


Ser 


Ala 
Ala 


nla 


IT L \J 


irp 


Ala 


Lys 


r 1 1 11 

blU. 


Lys 


pin 
blU 


Gin 


Tyr 








J 










\j ~j 










^> j. u 






Trp 


L v lfci U 


Pr O 


val 




T .01 1 
1_j tr U. 


iyr 


Tip 

JL JL 






AT ^ 
/a. x a 




Mi C 
ni t> 


Ala 


Val 


Leu 






Jl J 










con 










JZ J 








TT -5 — 

rilS 


Leu 


Leu 


Tyr 


Ala 


Arg 


Jriie 


Trp 


MIS 


Pin 

bin 


Val 


lr IIS 


Tyr 


blU 


Ala 


Gly 




3 J \J 










J J _> 




















j. le 


Val 


Ssr 


1 111 


Pro 


pin 
ulU 


rlU 


Irilfcr 


Lys 


Lys 


Leu 


val 


Asn 


pin 
bill 


Gly Leu 


545 










550 










555 










560 


Val 


Leu 


Ala 


Thr 


Ser 


Tyr 


Arg 


He 


Pro 


Gly 


Lys 


Gly 


Tyr 


He 


Tyr 


Pro 










565 










570 










575 




Glu 


Thr 


Ala 


Lys 


Glu 


Glu 


Asn 


Gly 


Lys 


Trp 


Val 


Ala 


Pro 


Ser 


Gly Glu 








580 










585 










590 






Glu 


Leu 


Asp 


Val 


Arg 


Gin 


Glu 


Lys 


Met 


Ser 


Lys 


Ser 


Lys 


Leu 


Asn 


Gly 






595 










600 










605 








Val 


Asp 


Pro 


Gin 


He 


Leu 


He 


Asp 


Glu 


Phe 


Gly 


Leu 


Thr 


Leu 


Phe 


Gly 




610 










615 










620 










Cys 


Thr 


Gin 


Cys 


Phe 


Gin 


Gly 


Leu 



















625 630 



(2) INFORMATIONS POUR LA SEQ ID NO: 241: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 2 02 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 23 8164 23 87 69 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 241: 



He 


Trp 


Thr 


Asp 


Ala 


Val 


Arg 


Met 


Tyr 


Ala 


Met 


Phe 


Ser 


Gly 


Pro 


Leu 


1 








5 










10 










15 




Asp 


Lys 


Asn 


Lys 


Leu 


Trp 


Ser 


Asn 


Gin 


Gly 


Val 


Ala 


Gly 


Cys 


Arg Arg 








20 










25 










30 






Phe 


Leu 


Asn 


Arg 


Phe 


Tyr 


Glu 


Met 


Val 


Ser 


Ser 


Asp 


Arg 


Val 


Lys 


Glu 






35 










40 










45 








Asp 


Asn 


Asn 


Phe 


Glu 


Gly 


Leu 


Ser 


Leu 


Ala 


His 


Lys 


Leu 


Val 


Gin 


Arg 




50 










55 










60 










Val 


Thr 


Asp 


Ala 


He 


Glu 


Lys 


Leu 


Ser 


Leu 


Asn 


Thr 


He 


Pro 


Ser 


Ser 


65 










70 










75 










80 


Phe 


Met 


Glu 


Phe 


He 


Asn 


Asp 


Phe 


Val 


Lys 


Leu 


Ala 


Val 


Tyr 


Pro 


Lys 










85 










90 










95 




Ser 


Ala 


Val 


Glu 


Met 


Ala 


Val 


Arg 


Ala 


Leu 


Ala 


Pro 


He 


Ala 


Pro 


His 








100 










105 










110 






He 


Ser 


Glu 


Glu 


Leu 


Trp 


Val 


Leu 


Leu 


Gly 


Asn 


Ser 


Pro 


Gly 


Val 


Gin 






115 










120 










125 








Lys 


Ser 


Gly 


Trp 


Pro 


Ser 


Val 


Leu 


Pro 


Glu 


Tyr 


Leu 


Glu 


Glu 


Gin 


Thr 




130 










135 










140 










Val 


Thr 


He 


Val 


Val 


Gin 


Val 


Asn 


Gly 


Lys 


Leu 


Arg 


Ala 


Arg 


Leu 


Asp 



1011 



155 160 



He Met Lys Asp Ala III Lys Glu Glu Val Leu Ala Leu Ala Arg Olu 

ser Ala Ser Lys £yr Leu Glu Gly Cys Glu Val Lys Lys Ala He Phe 

180 185 
Val Pro Ala Arg Leu Val Asn Phe Val Val 



195 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 431 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 23 8769 .. 240061 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 242: 
Met lie Arg Arg Trp Leu Thr Ser Arg Leu Tyr Asp Ala Phe Leu Val 
cys Ala Phe Phe Val Ser Ala Pro Arg lie Phe Tyr Lys Val Phe Phe 
His Gly Lys Tyr He Asp Ser Trp Lys He Arg Phe Gly Val Gin Lys 
Pro Phe 111 Lys Gly Glu Gly Pro Leu Val Trp Phe His Gly Ala Ser 
val fly Glu Val Ser Leu Leu Ala Pro Leu Leu Asn Arg Trp Arg Glu 
Glu Phe Pro Glu Trp Irg Phe Val Val Thr Thr Cys Ser Glu Ala Gly 
Val His Thr Ala Arg Arg Leu Tyr Glu Ser Leu Gly Ala Thr Val Phe 



Val Leu Pro Leu Asp Leu Ser Cys lie He Lys Ser Val Val Arg Lys 



105 



Leu Ala III Asp He Val He Phe Ser Glu Gly Asp Cys Trp Leu His 



120 



125 



Phe Leu Thr Glu Ser Lys Arg Leu Gly Ala Lys Ala Phe Leu He Asn 



135 



140 



III Lys Leu ser Glu lil Ser Cys Lys Arg ihe Ser Phe Leu Lys Arg 



155 



Leu Gly Arg Asn £1 Phe Ala Pro Leu Asp Leu Leu He Leu Gin Asp 



17 0 



Glu Leu Tyr Lys Gin Arg Phe Met Sin He Gly He Ser Ser Asp Lys 



185 



He His Val Thr Gly Asn Met Lys Thr Phe He Glu Ser Ser Leu Ala 



200 



215 



220 



Thr Asn Arg Arg Asp Phe Trp Arg Ala Lys Leu Gin He ser Ser Gin 



Asp Arg Leu He Val Leu Gly Ser Met His Pro Lys Asp Val Glu Val 

245 250 
Trp Ala Glu Val Val Ser His Phe His Asn Ser Ser Thr Lys He Leu 

Trp Val Pro Arg His Leu Glu Lys Leu Lys Glu His Ala Lys Leu Leu 

275 280 
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VjILL 


Lys 
290 


nla 


Vji jr 


Tip 


Leu 


Phe 
295 


Gly 




lip 


Ser 


Gin 
300 


Gly 


Ala 


S er 


Phe 


Arg 


ulll 




Asn 


Ser 


Leu 


He 


Met 


Asp 


Ala 


Met 


Gly Val 


Leu 


Lys 


Asp 


3 05 










310 










315 










320 




iyr 




Ala 
nla. 


Ala 
325 


Asp 


He 


Ala 


Phe 


Val 
330 


Gly 


Gly 


Thr 


Phe 


Asp 
335 


Pro 


S 62T 


Val 


Gly 


Gly 
340 


His 


Asn 


Leu 


Leu 


Glu 
345 


Pro 


Leu 


Gin 


Lys 


Glu 
350 


Ala 


Pro 


Leu. 


l v ltr L. 


irllfcs 

355 


ly 


XT i. C 




Tip 
lie 


360 


Qpr 


Gin 


Ser 


Val 


Leu 
365 


Ala 


Glu 


Arg 


Leu 


Arg 
370 


Glu 


Lys 


Glu 


Ala 


Gly 
375 


Leu 


Ser 


Val 


Asn 


Lys 
380 


Glu 


Thr 


Leu 


Leu 


Asp 


Val 


Val 


Thr 


Asp 


Leu 


Leu 


Gin 


Asn 


Glu 


Lys 


Asn 


Arg 


Gin 


Ala 


Tyr 


385 










390 










395 










400 


He 


Glu 


Lys 


Gly 


Lys 
405 


Ser 


Phe 


Leu 


Lys 


Gin 
410 


Glu 


Glu 


Asn 


Ser 


Phe 
415 


Gin 


Gin 


Thr 


Trp 


Glu 
420 


He 


Leu 


Lys 


Ser 


Gin 
425 


He 


Thr 


Cys 


Met 


Lys 
430 


He 





(2) INFORMATIONS POUR LA SEQ ID NO: 243: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 556 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement { 2403 13 241980 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 243: 



Lys 


Thr 


Ser 


He 


He 


Gly 


His 


Thr 


Met 


Glu 


Leu 


Leu 


Ser 


Val 


Asn 


Lys 


1 








5 










10 










15 




Ser 


Tyr 


Phe 


Glu 


Leu 


Gin 


Arg 


Leu 


His 


Tyr 


Arg 


Pro 


Asp 


Thr 


Leu 


Ser 








20 










25 










30 






Leu 


Leu 


Asn 


Ser 


Leu 


Cys 


Ser 


Met 


His 


He 


Gin 


Glu 


Lys 


Pro 


Ser 


Ser 






35 










40 










45 








Glu 


Pro 


Ala 


Ser 


Asp 


Leu 


Leu 


Ala 


Lys 


His 


He 


Pro 


His 


Leu 


Cys 


Ala 




50 










55 










60 










Leu 


Pro 


Asp 


Leu 


Thr 


Leu 


Gin 


Lys 


Asp 


Ala 


Pro 


Ser 


Ser 


Ser 


Glu 


Pro 


65 










70 










75 










80 


Leu 


Arg 


He 


Gly 


Val 


Leu 


Leu 


Ser 


Gly 


Gly 


Gin 


Ala 


Pro 


Gly 


Gly 


His 










85 










90 










95 




Asn 


Val 


Val 


He 


Gly 


Leu 


Phe 


Glu 


Gly 


Leu 


Arg 


Ala 


Phe 


Asn 


Lys 


Glu 








100 










105 










110 






Thr 


Lys 


Leu 


Phe 


Gly 


Phe 


He 


Lys 


Gly 


Pro 


Leu 


Gly 


Leu 


He 


Arg 


Gly 






115 










120 










125 








Leu 


Tyr 


Lys 


Asp 


Leu 


Asp 


He 


Ser 


Val 


He 


Tyr 


Asp 


Tyr 


Tyr 


Asn 


Ala 




130 










135 










140 










Gly Gly 


Phe 


Asp 


Met 


Leu 


Ser 


Ser 


Ser 


Arg 


Glu 


Lys 


He 


Lys 


Thr 


Lys 


145 










150 










155 










160 


Glu 


Gin 


Lys 


Ser 


Ala 


He 


Leu 


Ala 


Thr 


Val 


Lys 


Lys 


Met 


Lys 


Leu 


His 










165 










170 










175 




Gly 


Leu 


Leu 


He 


Val 


Gly 


Gly 


Asp 


Asn 


Ser 


Asn 


Thr 


Asp 


Thr 


Ala 


Met 








180 










185 










190 






Leu 


Ala 


Glu 


Tyr 


Phe 


He 


Glu 


His 


Asn 


Cys 


Pro 


Thr 


Ala 


Val 


He 


Gly 
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195 200 205 

Val Pro Lys Thr He Asp Gly Asp Leu Lys Asn Ala Trp He Glu Thr 
210 215 220 

Gly Phe His 

230 

Leu Ser Thr . _ 

245 250 
Lys Leu Met Gly Glu Gin Ala Ser His Ser Thr Leu Glu Cys Gly Leu 

2 60 2 65 ^ 

Gin Thr Leu Pro Asn He Thr Leu He Gly Glu Glu Val Ala Val Gin 

His Ala III Leu Gin Ser Leu III Leu Ser He Ala Gin Gly Leu He 



Pro Leu Gly Phe His Thr Ser Cys Arg Thr Tyr Ser Glu Met He Gly 
Asn Leu Glu Lys Asp vll Leu Ser Thr Arg Lys Tyr His His Phe Val 



Glu Arg Phe His Arg Gly Lys Asp *yr ser Thr He Leu He Pro Glu 

310 jIj 
G?y Leu He Lys Gin He Pro Asp Thr Lys Arg Leu He Gin Glu Leu 

Asn Thr Leu He III Glu Glu Gin Phe III Val His Asn Leu Asp Gin 



Gin Leu Ser Pro Met Ala He Glu Thr Phe Ser Ser Leu Pro Glu Asn 

Arg Asp Gin Leu Leu Leu Asp Arg Asp Ser Tyr 
370 375 380 

Ser Lys He Ala He Glu Glu Leu Leu Ala Ser 

III lie ser Lys Leu Glu Pro Thr Met Ser Phe Ser Pro Val Thr His 



345 



He Arg Asp Gin Leu Leu Leu Asp Arg Asp Ser Tyr Gly Asn He Arg 



Val Ser Lys He Ala He Glu Glu Leu Leu Ala Ser Leu Val Ser Jys 



Phe Leu Gly Tyr III Ser Arg Ala Ser Phe Pro Ser Asn Phe Asp Ser 



410 



420 425 



Asn Tyr Gly Leu Ala Leu Gly He Ala Ala Ser Leu Phe Leu Val Arg 



Gly Lys Thr Gly Tyr Met Val Thr He Gly Asn Leu Ala Glu Thr Tyr 
450 455 460 

Glu Trp Thr He Ala Ala Thr Pro Leu Tyr 

Glu Lys Arg Phe Asn Sin Glu Thr Pro Val He Lys Thr Asp Ser Val 



Thr Glu Trp Thr He Ala Ala Thr Pro Leu Tyr Lys Met Met His Leu 



435 

Ser Pro Asp Ala Pro Met Ala Lys Tyr Leu His Lys Met Lys Glu He 

500 505 
Cys Leu Leu Glu Asp Ser Tyr Arg Phe Pro Gly Pro Leu Gin Tyr Phe 

Glu Glu III Ala Leu Val Asp III Arg Pro Leu Thr Leu Leu Trp Glu 

530 535 540 

Lys Gly Lys Leu Ser Glu Asn Asn Ala Thr Lys Phe 

545 " 



490 



550 555 



(2) INFORMATIONS POUR LA SEQ ID NO: 244: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 02 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement (241941 242846 ) 



1014 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 244: 



Met 


Ala 


Lys 


Thr 


Leu 


Fne 


Tyr 


Leu 


Phe 


Arg 


Asn 


Pro 


Arg 


Ser 


vj»±y 


Leu 


1 








c 

D 










10 










X -> 




Leu 


Thr 


lie 


Ser 


Met 


Asp 


Ti- 
ne 


Thr 


Lys 


Glu 


Leu 


Pro 


rne 


lie 


net 










Z U 










25 
















Gin 


Gin 


Pro 


His 


Tyr 




xaa 


IT -l — , 

HIS 


Ser 


Lys 


Lys 


l ± e 


rllG 


blU 


Tl Q 

lie 


Pro 






J b 




















A C 








Leu 


Leu 


Asp 


Asn 


vai 


inr 


Ser 


Leu 


Gly Val 


Leu 


T_T -! e 


lie 


Pro 


nib 


Ser 




50 










b b 










D U 










Gin 


Glu 


Lys 


Thr 


Phe 


Pro 


Leu 


vai 


Tl A 

-L _L fci 


v d _L 


Leu 


HIS 




Leu 


J\xci 


Ser 


65 










/ U 










*7 c 

/ b 










o u 


Ser 


Lys 


■rl- 


Gly 


Thr 


Lys 


Arg 


Ser 


Tyr 


Leu 


HIS 


Leu 


Ala 


Asn 


bin 


Leu 










Q C 
























Val 


Gin 


Glu 


Gly 


lie 


Gly 


val 


Leu 


Arg 


vai 


Asp 


Leu 


Pro 




T_J ■! — . 

HIS 


c»iy 








100 










105 










11U 






Asp 


Ser 


Glu 


Gly 


Phe 


lie 


His 


Glu 


Phe 


Ser 


Leu 


inr 


Asp 


Tyr 


Tl Q 

lie 


bin 






11 o 










ion 










IOC 








Ala 


Ser 


Gin 


Lys 


lie 


lie 


Gin 


Pne 


Gly 


Leu 


Ser 


Leu 


Pro 


tor m 


Ala 


Asn 




13 0 










1j b 










i /in 

141 U 










His 


Ser 


Val 


Ala 


Leu 


Phe 


Gly 


Ser 


Ser 


Leu 


Gly 


Gly 


Ser 


Leu 


Ser 


Leu 


145 










ten 

lbO 










ICC 

1 b b 










loU 


Leu 


Asn 


Leu 


Pro 


Tyr 


Phe 


Pro 


Glu 


He 


Gin 


His 


Ala 


Ala 


lie 


Trp 


Thr 










lob 










170 










1 *7 c 
1 / D 




Pro 


Thr 


lie 


Gin 


Gly 


Ala 


Leu 


Trp 


Leu 


Glu 


Asp 


Thr 


Met 


Gin 


Ser 


Met 








180 










185 










i y u 






Ser 


Pro 


Ser 


Leu 


Gin 


Leu 


Pro 


Pro 


Asp 


Asn 


Pne 


Ser 


Tyr 


Gin 


Gly 


l le 






iyb 










o n n 


















Pro 


Leu 


Gly 


Lys 


Lys 


Phe 


Cys 


Ser 


Gin 


Phe 


He 


Glu 


Leu 


Asp 


Thr 


Val 




210 










215 










220 










Asp 


Ala 


Leu 


Ser 


Lys 


He 


Thr 


Gin 


Glu 


Val 


Ser 


He 


Leu 


Tyr 


Leu 


Gin 


225 










230 










235 










240 


Gly 


Glu 


Asp 


Asp 


Ala 


Val 


Val 


Ser 


Leu 


Arg 


His 


Gin 


Ala 


Leu 


Phe 


Ala 










245 










250 










255 




Lys 


Thr 


Phe 


Thr 


Gly 


Lys 


Ala 


Ser 


Tyr 


Arg 


Thr 


Tyr 


Pro 


Lys 


Met 


Thr 








260 










265 










270 






His 


Gin 


Leu 


Cys 


lie 


Tyr 


Ser 


Glu 


Ala 


Phe 


Gin 


Asp 


Leu 


Val 


Asp 


Trp 






275 










280 










285 








Leu 


Lys 


His 


Gin 


Leu 


Leu 


Gly 


Thr 


Pro 


Trp 


Ser 


Tyr 


Ser 


Leu 







290 295 300 



(2) INFORMATIONS POUR LA SEQ ID NO: 245: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 561 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement ( 2427 98 244480 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 245: 

Ala Asn Val Phe Glu Gin Lys Leu Met Ser Ser Asn Lys His Ala Ser 

15 10 15 

Leu Cys Gin Lys Thr Pro Ser Leu Cys Arg Glu Leu Gin Lys Ala Pro 



1015 



Ala Leu Leu Leu Thr Glu Asp lie Arg Phe Lys Ala Leu Leu Asn Glu 
Arg lie Asp Ser Val Ala Glu Leu Phe Pro Cys Thr Tyr Asn Ser Pro 
Tyr Tyr Lys Phe He Ser Lys Ser Asp Leu Ser Ala Glu Thr Phe Pro 
L eu Lys val Gly Val Met Leu Ser Gly Gly Pro Ala Pro Gly Gly His 



25 30 



90 



Asn Val He Leu Gly Leu Leu His Ser He Lys Lys Leu His Pro Asp 

100 105 



Asn Thr Val Glu He Thr Asp llu Phe He Glu Glu P^e Arg Asn Ser 



Ser Gin Leu Leu Gly Phe He Arg Asn Gly Glu Gly Leu Leu Asn Asn 

135 140 
Cly Gly Phe Asn Cys lie Gly Thr Gly Arg Thr Asn He He Thr Glu 

III Asn Lys Ala Arg Cys Leu Gin Thr Ala Asn Glu Leu Asp Leu Asp 

Gly Leu Val He He Gly Gly Asp Gly Ser Asn Thr Ala Thr Ala He 

Leu Ala Glu Tyr Phe Ala Lys His III Ala Lys Thr Val Leu Val Gly 



Val Pro Lys Thr He Asp Gly Asp Leu Gin His Leu Phe Leu Asp Leu 



200 



215 



220 



Thr Se Gly Phe Asp Thr Ala Thr Lys Phe Tyr Ser Ser He He Ser 

III He ser Arg Asp "la Leu Ser Cys Lys Gly His Tyr His Phe He 

245 " u 
Ser Ser Ser 

260 265 
Asn He Ala 

280 

His Asp He 
295 300 
Asp Arg Ala Ala Met Gly Lys Tyr His Gly Val He Leu He Pro Glu 

lly val He Glu Phe He Pro Glu He Gin Ser Leu Val Lys Glu He 

Glu ser He Pro III Gin Glu Asn Leu Tyr Gin Ala Leu Ser Leu Ser 

Ser Gin Gin Leu Leu Cys Gin Phe Pro Glu Asp He Cys His Gin Leu 



225 230 235 

Asn 

L ys Leu Met Gly Arg Ser Ser Ser His lie Thr Leu Glu Cys Ala Leu 

*i cri 265 

Gin Thr His Pro Asn He Ala Leu He Gly Glu Glu lie Ala Glu Lys 
Ser lie sir Leu Glu Thr Leu He His Asp He Cys Glu lie He Ala 



Leu Tyr Asn Arg Asp Ala His Gly Asn Val Tyr Val Ser Lys He Ser 



360 



Val Asp Lys Leu Leu He h!s Leu Val Arg Gin His Leu Glu Thr Hi. 



375 380 



Phe Arg Gin Val Pro Phe Asn Xaa Ser Ala His Phe Leu Gly Tyr Glu 



395 



405 



410 



Gly Arg ser Gly Thr Pro Thr His Phe Asp Asn Val Tyr Ser Tyr Asn 



420 4 25 



Leu Gly Tyr Gly Ala Gly val Leu Val Phe Asn Arg Cys Asn Gly Tyr 

440 



Leu ser Tnr He Glu Gly Leu Thr Ser Pro He Glu Lys Trp Arg Leu 

Acn 455 460 

Arg Ala Leu Pro He Val Arg Met Leu Thr Thr Lys Gin Gly Lys Asp 

Ser Lys His Tyr Pro Leu He Lys Lys Arg Leu val Asp He Ala ser 

485 490 



1016 



Pro 


Val 


Phe 


Asn 


Lys 


Phe 


Ser 


Leu 


Tyr 


Arg 


Lys 


He 


Trp 


Ala 


Leu 


Glu 








500 










505 










510 






Asp 


Ser 


Tyr 


Arg 


Phe 


Val 


Gly 


Pro 


Leu 


Gin 


He 


His 


Ser 


Pro 


Glu 


Asp 






515 










520 










525 








Ala 


His 


Ser 


Asp 


Asp 


Phe 


Pro 


Pro 


Leu 


He 


Leu 


Phe 


Leu 


Asn 


His 


Asn 




530 










535 










540 










Glu 


Trp 


Gin 


Lys 


Arg 


Cys 


Ser 


He 


Cys 


Leu 


Glu 


He 


Pro 


Asp 


Gin 


Asp 



545 550 555 560 

Tyr 



(2) INFORMATIONS POUR LA SEQ ID NO: 246: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 473 acides amines 

(B) TYPE: acide amin6 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement (244479 .. 245897 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 246: 



Gly 


Ala 


Met 


Asn 


Lys 


His 


Lys 


Arg 


Phe 


Leu 


Ser 


Leu 


Val 


Leu 


Leu 


Thr 


1 








5 










10 










15 




Phe 


He 


Leu 


Leu 


Gly 


He 


Trp 


Phe 


Cys 


Pro 


His 


Ser 


Asp 


Leu 


He 


Asp 








20 










25 










30 






Ser 


Lys 


Ala 


Trp 


His 


Leu 


Phe 


Ala 


He 


Phe 


Thr 


Thr 


Thr 


He 


He 


Gly 






35 










40 










45 








He 


He 


Val 


Gin 


Pro 


Ala 


Pro 


Met 


Gly 


Ala 


He 


Val 


He 


Met 


Gly 


He 




50 










55 










60 










Ser 


Leu 


Leu 


Leu 


Val 


Thr 


Lys 


Thr 


Leu 


Thr 


Leu 


Asp 


Gin 


Ala 


Leu 


Ser 


65 










70 










75 










80 


Gly 


Phe 


His 


Ser 


Pro 


He 


Ala 


Trp 


Leu 


Val 


Phe 


Leu 


Ser 


Phe 


Ser 


He 










85 










90 










95 




Ala 


Lys 


Gly 


Val 


He 


Lys 


Thr 


Gly 


Leu 


Gly 


Glu 


Arg 


Val 


Ala 


Tyr 


Phe 








100 










105 










110 






Phe 


Val 


Lys 


He 


Leu 


Gly 


Lys 


Ser 


Pro 


Leu 


Gly 


Leu 


Ser 


Tyr 


Gly 


Leu 






115 










120 










125 








Val 


Leu 


Thr 


Asp 


Phe 


Leu 


Leu 


Ala 


Pro 


Ala 


He 


Pro 


Ser 


Leu 


Thr 


Ala 




130 










135 










140 










Arg 


Ala 


Gly 


Gly 


He 


Leu 


Phe 


Pro 


Val 


Val 


Met 


Gly 


Leu 


Ser 


Glu 


Ser 


145 










150 










155 










160 


Phe 


Gly 


Ser 


Ser 


Val 


Glu 


Lys 


Gly 


Thr 


Glu 


Lys 


Leu 


Leu Gly 


Ser 


Phe 










165 










170 










175 




Leu 


He 


Lys 


Val 


Ala 


Tyr 


Gin 


Ser 


Ser 


Val 


He 


Thr 


Ser 


Ala 


Met 


Phe 








180 










185 










190 






Leu 


Thr 


Ala 


Met 


Ala 


Gly 


Asn 


Pro 


He 


He 


Ser 


Ala 


Leu 


Ala 


Ser 


His 






195 










200 










205 








Ser 


Gly 


Val 


Thr 


Leu 


Thr 


Trp 


Ala 


He 


Trp 


Ala 


Lys 


Ala 


Ala 


He 


Leu 




210 










215 










220 










Pro 


Gly 


He 


He 


Ser 


Leu 


Ala 


Cys 


Met 


Pro 


Phe 


Val 


Leu 


Phe 


Lys 


Leu 


225 










230 










235 










240 


Phe 


Pro 


Pro 


Gin 


He 


Thr 


Ser 


Cys 


Glu 


Glu 


Ala 


Val 


Ala 


Thr 


Ala 


Lys 










245 










250 










255 




Thr 


Arg 


Leu 


Lys 


Glu 


Met 


Gly 


Pro 


Leu 


Asn 


Gin Gly 


Glu Arg 


He 


He 
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Leu Leu lie III Ser Leu Leu lie Ser Leu Trp Thr Phe Gly Asp Ser 

He Gly fie Ser Ala Thr Thr Thr Thr Phe He Gly Leu Ser Leu Leu 

He III Thr Asn He Leu Asp Trp Gin Lys Asp Val Leu Ser Asn Thr 

c 310 ol-> 

Thr Ala Trp Glu Thr Phe Val Trp Phe Gly Ala Leu He Met Met Ala 

Ser Phe Leu Ser fla Phe Gly Phe He His Phe Val Gly Asp Ser Val 



265 



270 



345 350 



He Gly Ser Val Gin Gly Leu Ser Trp Lys He Gly Phe Pro He Leu 
Phe Leu III Tyr Phe Tyr Ser III Tyr Leu Phe Ala Ser Asn Thr Ala 
His fie Ala Ala Met Tyr III He Phe Leu Thr Val Ser He Ser Leu 
III Ala Asn Pro Met Phe Ala Ala Leu Ala Leu Ala Phe Ala Ser Asn 



405 410 



Leu Phe Gly Gly Leu Thr His Tyr Gly Ser Gly Pro Ala Pro Leu Tyr 

A90 42b 
Phe Gly Ser His Phe Val Ser Val Gin Glu Trp Trp Arg Ser Gly Phe 

He Leu til He Val Asn Leu Thr He Trp Leu Gly Leu Gly Ser Trp 

/ice 4b U 

450 4bb 
Trp Trp Tyr Cys Leu Gly Leu He Arg 
465 470 

(2) INFORMATIONS POUR LA SEQ ID NO: 247: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 318 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME : complement ( 245924 246877 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 247: 

Cys Gly Leu Asp Ser Pro Tyr Leu Leu Arg Leu Arg Ala Pro Trp Ser 

c 10 
Lu Leu Ala Thr Ala Cys Ser Phe Ser Glu Ser Pro Ser Phe Arg Glu 

Arg Leu Glu G?y Leu His Ser Tyr Arg Val Val Asp Arg Arg Phe Leu 

40 ^ D 



Ala cys Tyr Asp Gin Glu Thr lie Asp Tyr Ser Gin He Phe Arg Thr 
Gly Val Thr Leu Thr Met Glu He Ser His He Leu Glu Asp Leu Val 
£yr Asp Asn Gly Val llu Pro Arg Glu Ala He Glu Ala Ala lie Val 



85 90 



Lys His His Gin He Thr Pro Tyr Leu Leu Lys He Leu Glu Glu Gly 



He Asp His Va°i Ser Asp He He Asp Asp Asp Cys Tyr Gin Gly His 



115 



120 



125 
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Leu Tyr Ala Met 
130 

Pro Leu lie lie 
145 

lie Ala Gly Asp 

Val Cys Asp Asp 
180 

Val Asn Pro Tyr 
195 

Val Gly Val His 
210 

Glu Leu Leu Asn 
225 

Ser Leu Val Ala 

Pro lie Ser Lys 
260 

Ser Met Glu Asp 
275 

Cys Leu Lys Glu 
290 

Glu Glu Met Glu 
305 



Tyr Leu Leu Ala 
135 

Lys Leu Phe Ser 
150 

Val Leu Thr Glu 
165 

Val Ala Leu lie 

Val Gin Ala Ala 
200 

Lys Leu Ser Arg 
215 

Tyr Arg Leu Glu 
230 

Ser lie Cys Ala 
245 

Ala Phe Ser Ala 

Val Glu Thr lie 
280 

Val Phe Ser Ser 
295 

Lys Trp Leu Glu 
310 



Gin Phe Arg Glu 
140 

Phe Glu Gin Asp 
155 

Asp Leu Ser Arg 
170 

Gin Glu Leu lie 
185 

Ala lie Ser Ser 

Glu Thr Ala lie 
220 

Lys Lys Pro Ser 
235 

Leu Tyr Pro Lys 
250 

Gly Leu lie Asp 
265 

He His Glu Glu 

Thr Asp Leu He 
300 

Arg Phe Pro Phe 
315 



Thr Arg Ala Leu 

He Pro His Ala 
160 

He Leu Ala Ser 
175 

Glu Thr Pro His 
190 

Leu Val Ala Leu 
205 

Arg Tyr Phe Gly 

Phe Ala Trp Asp 
240 

Glu Leu Phe Tyr 
255 

Thr Ser Phe He 
270 

Ser He Asp Ser 
285 

Asn Asp Thr Leu 
Glu Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 248: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 249 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 246985 24773 1 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 248: 



Leu 


Ala 


Met 


Ser 


Thr 


Leu 


Val 


Ser 


He 


Lys 


Asp 


Leu 


Ser 


Leu 


Thr 


He 


1 








5 










10 










15 




Arg 


Lys 


Gin 


Pro 


He 


Leu 


Arg 


Asn 


Val 


His 


Leu 


Glu 


He 


Cys 


Arg 


Gly 








20 










25 










30 






Glu 


Cys 


Leu 


Thr 


He 


Val 


Gly 


Ala 


Ser 


Gly 


Ser 


Gly 


Lys 


Thr 


Ser 


Leu 






35 










40 










45 








Ala 


Leu 


Ala 


He 


Leu 


Gly 


Leu 


Leu 


Pro 


Pro 


Asp 


Ala 


Gin 


Asp 


Ser 


He 




50 










55 










60 










Asp 


Phe 


His 


Leu 


Pro 


Pro 


Lys 


Thr 


Pro 


Arg 


Thr 


Lys 


Ala 


Val 


Gin 


Met 


65 










70 










75 










80 


He 


Trp 


Gin 


Asp 


Val 


Tyr 


Ser 


Ser 


Leu 


Asn 


Pro 


Met 


Met 


Thr 


He 


Gin 










85 










90 










95 




Glu 


He 


He 


Ala 


Glu 


Pro 


Leu 


His 


He 


Met 


Gly 


Gly 


Leu 


Ser 


Lys 


Ser 








100 










105 










110 






Xaa 


Gin 


Gin 


Glu 


Glu 


He 


Ala 


His 


Ala 


Leu 


Lys 


Leu 


Val 


His 


Leu 


Pro 






115 










120 










125 








Lys 


Ser 


Phe 


Leu 


Ser 


Leu 


Arg 


Pro 


He 


Lys 


Leu 


Ser 


Gly 


Gly 


Gin 


Arg 




13 0 










135 










140 










Gin 


Arg 


He 


Ala 


He 


Ala 


Lys 


Ala 


Leu 


Val 


Cys 


Lys 


Pro 


Glu 


Leu 


He 
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ice 160 
150 15b 



He Cys Asp Glu Pro Leu Ser Ala Leu Asp Thr Met Asn Gin Vys Leu 



lie Leu Asp Leu Phe Gin Thr He Lys Asn Gin Tyr Asn Asn Ala Phe 
Leu Phe lie Thr His Asp Met Ser Ala Ala Tyr Thr Leu Ala Asp Lys 
He Ala Val Met Asp Arg Gly Tyr Leu Val Glu lie Ala Ser Lys Gin 



215 



Glu He Phe ser Ser Pro Lys His He Lys Thr Arg Glu Leu Leu Asp 

225 230 
Ala He Pro Ala Phe Thr Phe Ser Phe 
245 



(2) INFORMATIONS POUR LA SEQ ID NO: 2 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 281 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



( viii) POSITION DANS LE GENOME: complement (247743 .. 248585) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 249: 
Arg Lys lie Pro Leu Ser Glu Asp Leu Leu Lys He Asp Asn Leu Val 
Val Ser Val Lys Asn Ser Asn Gin Arg Leu Val Asn His Leu Ser Leu 
Thr He Lys Arg cys Gin Ser Met Ala Leu Val Oly Glu Asn Gly Ser 
Gly Lys tL Thr Val Ser Lys i?a Val Leu Gly Phe Leu Pro Asp Asn 
cys Tyr He Gin Ser Gly Arg He Leu Tyr Ser Ser Thr Asp He Thr 
Arg Leu Ser Arg Arg lln Leu Gin Thr He Arg Gly Lys Lys He Ala 
Thr lie Phe Gin Asn Ala Met Gly Thr Leu Thr Pro Ser Met Arg Val 
Gly Ala Gin He Val Glu Thr Leu Arg His His Phe Asp Met Ser Lys 



100 105 

Val Glu Thr Leu Arg His His t-ne 

Glu Glu III Phe ser Lys Ala Arg Glu ^u Leu Glu Ser Val His He 

135 14U 
Glu ser Pro Asp Arg Cys Leu Gin Leu Tyr Pro Phe Glu Leu Ser Gly 



150 155 
G'ly Met cys Gin Arg Val Ser He Ala He Ala Leu Ala Thr Asn Pro 

Glu Leu lie lie "a Asp Glu Pro Ser Thr Ala Leu Asp Ser He Ser 



18 0 v ~" 

Gin Ala Gin Val Leu Arg Val Leu Thr Gin He His Gin Asn Hi. Ser 



185 



Thr Ala Leu Leu Leu He Thr hIs Asn Leu Ala Leu Val Ser Glu Leu 



200 



205 



220 



Cys 5" Glu Met Ala He lie Arg Tyr Gly Glu He Val Glu Gin Gly 
225 230 235 
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Pro Val Gin Glu Leu Leu His Ser 
245 

Leu lie Arg Ala lie Pro Arg lie 
260 

Thr Glu Pro Leu Ala Thr Thr Ala 
275 280 



Pro Ser His Pro Tyr Thr Gin Gin 

250 255 
Pro Ser Pro Ser Tyr Leu Ser Pro 
265 270 
Tyr 



(2) INFORMATIONS POUR LA SEQ ID NO: 250: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 284 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (248569 .. 249420 ) 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 250: 

Asn Lys Leu Met Phe Arg Ser Ser Ser Ser His Thr Trp Arg Tyr lie 

15 10 15 

Arg Thr Asn Lys Met Leu Val Leu Gly Cys Leu Thr Leu Ala Val Leu 

20 25 30 

Val Leu Ala Ala Thr Phe Leu Pro Tyr Leu Tyr Pro Asp Tyr Glu Arg 

35 40 45 

Thr Phe Pro Glu His Ala Leu Gin Ser Pro Ser Lys Ala Phe Pro Phe 

50 55 60 

Gly Thr Asp Asn Leu Gly Arg Cys Met Leu Ala Arg Thr Leu Gin Gly 
65 70 75 80 

lie Arg Leu Ser Leu Leu lie Ala Val Ser Ala Thr lie lie Asp Val 

85 90 95 

Cys Leu Gly Leu Leu Trp Ser Thr Leu Ala Leu Ala Ser Gly Lys Lys 

100 105 110 

Val Ala Asp lie Met Ser Arg lie Thr Glu lie Leu Phe Ser lie Pro 

115 120 125 

Arg lie Pro Val lie lie Leu Leu Leu Val lie Phe Asn His Gly lie 

130 135 140 

Leu Pro Leu lie Leu Ala Met Thr lie Thr Gly Trp lie Pro lie Ala 
145 150 155 160 

Arg lie lie Tyr Gly Gin Phe Leu Leu Leu Glu Asn Lys Glu Phe Val 

165 170 175 

Leu Ser Ala Arg Ala Leu Gin Ala Ser Thr Phe His lie Leu Arg Lys 

180 185 190 

His Leu Leu Pro Asn Ser Leu Gly Pro lie lie Ser Thr Leu lie Phe 

195 200 205 

Thr lie Pro Asn Ala Val Tyr Thr Glu Ala Phe lie Ser Phe Leu Gly 

210 215 220 

Leu Gly Xaa Gin Pro Pro Tyr Ala Ser Leu Gly Thr Leu Val Lys Glu 
225 230 235 240 

Gly lie His Ser Leu Ala Tyr His Pro Trp Leu Phe Phe lie Pro Ser 

245 250 255 

Phe Phe Met lie lie Val Ser Val Ser Phe Asn Cys lie Gly Glu Gly 

260 265 270 

Leu Gin Thr Lys Leu Leu Glu Glu Asn Thr Leu Val 
275 280 



1021 



(2) INFORMATIONS POUR LA SEQ ID NO: 251: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 206 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii, POSITION DANS LE GENOME : complement (249766 .. 250383 ) 
(xi ) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 251: 
Met Leu Ser Tyr lie Lys Arg Arg Leu Leu Phe Asn Leu Leu Ser Leu 
Tr p Val Val Val Thr Leu Thr Phe Phe lie lie Lys Thr lie Pro Gly 
ASP Pro Phe Asn Asp Glu Asn Gly Asn He Leu Ser Pro Glu Thr Leu 
Aia Leu Leu Lys Asn Arg Tyr Gly Leu Asp Lys Pro Leu Phe Tnr Gin 
^ r Leu He Tyr Leu Lys lys Leu Leu Thr Leu Asp Pne Gly Glu Ser 
feu lie Tyr Lys Asp Arg Thr Val He Ser lie He Ala Ala Ala Leu 
Pro ser Ser Ala fie Leu Gly Leu Glu Ser Leu Cys Leu Ser Leu Phe 
Gly oly lie Thr Leu Gly He Leu Ala Ala Phe Tyr Lys Lys Ser Cys 

115 tt 1 ti q r-Tn Tie Ser Val Pro Ala 

Oly He Ph. «» =f| s « Val "* Gl " l\° 0 

Phe HI II. «y *. L.u «!» Tyr V.1 Ph. XI. II. W W « 
£ « Pro II. XI. W Trp =ly » ~ ser His Thr «. « Pro 
s« n . ,1, l.u III II. Thr Pro «.t ,1, Ph. II. Thr cl» I« Thr 

Ty r X!, s.r Z s.r XI* Xs» L.u ,ys W. X» Thr ser Tyr 

195 200 

(2) INFORMATIONS POUR LA SEQ ID NO: 252: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 214 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

,viii) POSITION DANS LE GENOME: complement (250545 .. 251186) 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 252: 

^ L ys Lys Leu Leu Pro Pro Trp Leu Leu Xaa Xaa Pro Ala Lys His 
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Leu 


Leu 


Pro 


Ala 


His 


Leu 


His 


Thr 


Tvr 


Pro 


Glu 


Gin 


Pro 


Ser 


Tvr 


Lys 








20 










25 










30 






m n 

olil 


Gin 


Glu 


Ala 


He 


Thr 


Leu 


Ala 


Lys 


Ser 


Leu 


Leu 


Glu 


Glu 


Ala 


Leu 






35 










40 










45 








-L J.1X. 


Pin 


T.oi i 
l_ifcr LA 


Asn 


Met 


Thr 


He 


Lys 


Asp 


Leu 


Glu 


Lys 


IVr 


Pro 


Leu 


Thr 




50 










55 










60 














Aid 




Ser 


Thr 


Val 


Asn 


Ser 


Gin 


He 


Ala 


Gin 


Met 


Leu 


Arg 


65 










70 










75 










80 


Asp 


ri~\ n 




Arg 


Arg 


Ser 


Leu 


Glv 


He 


Thr 


Phe 


Pro 


He 


Cys 


Glv 


Lys 










85 










90 










95 




VJXU 




Ala 


Leu. 


Leu 


Gin 


Asn 


Asp 


Leu 


He 


Gly Asn 


Thr 


Phe 


Phe 


Met 








100 










105 










110 






Ser 


lie 


Gly 


Gly 


Trt) 

J. J- J-> 


Phe 


Ala 


Asp 


Phe 


Ser 


Asp 


Pro 


Leu 


Ala 


Phe 


Leu 






115 










120 










125 








Ser 


He 


Phe 


Ser 


Ser 


Lys 


Glv 


Val 


Lys 


Pro 


Tyr 


Ala 


Leu 


Gin 


Asp 


Pro 




130 










135 










140 










Gin 


Phe 


Asp 


Gin 


Leu 


He 


Leu 


Ser 


He 


Glu 


Thr 


Glu 


Lys 


Asn 


Pro 


Gin 


145 










150 










155 










160 


Lys 


Arg 


Ser 


Ala 


Leu 


He 


Ser 


Glu 


Ala 


Ser 


Leu 


Tyr 


He 


Glu 


Arg 


Gin 










165 










17 0 










175 




Asn 


Val 


He 


Glu 


Pro 


Leu 


Tyr 


His 


Asp 


Val 


Phe 


His 


Tyr 


Thr 


Thr 


Asn 








180 










185 










190 






Asn 


Lys 


Leu 


Ser 


Phe 


Val 


Arg 


Leu 


His 


Pro 


Ser 


Gly 


Leu 


Val 


Asp 


Met 






195 










200 










205 








Arg 


Tyr 


Ala 


Lys 


Asn 


Ser 























210 



(2) INFORMATIONS POUR LA SEQ ID NO: 253: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 33 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (251095 . . 252111 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 253: 



Gly 


Gly 


His 


Ser 


Met 


Arg 


Lys 


He 


Ser 


Val 


Gly 


He 


Cys 


Leu 


Leu 


Leu 


1 








5 










10 










15 




Ala 


Leu 


Ala 


Thr 


Ser 


Gly 


Cys 


Ser 


Lys 


Ser 


Ser 


Ser 


Asn 


Ala 


Thr 


His 








20 










25 










30 






Arg 


Ser 


Pro 


Ala 


Thr 


His 


Thr 


Val 


Ala 


Val 


Ser 


Val 


Lys 


Asp 


Asp 


Pro 






35 










40 










45 








Arg 


Thr 


Phe 


Asp 


Pro 


Arg 


Glu 


Val 


Arg 


Leu 


Leu 


Ser 


Asp 


He 


Asn 


Leu 




50 










55 










60 










He 


His 


His 


Leu 


Tyr 


Glu 


Gly 


Leu 


Val 


Gin 


Glu 


Thr 


Pro 


Ser 


Gly 


Glu 


65 










70 










75 










80 


Val 


Phe 


Pro 


Ala 


Leu 


Ala 


Glu 


Ser 


Phe 


Phe 


Leu 


Ser 


Glu 


Asp 


Lys 


Lys 










85 










90 










95 




Thr 


Tyr 


Thr 


Phe 


Asn 


Leu 


Lys 


Lys 


Ala 


Phe 


Trp 


Ser 


Asn 


Gly 


Asp 


Leu 








100 










105 










110 






He 


Thr 


Ala 


His 


Asp 


Phe 


Val 


Arg 


Ser 


Trp 


Asn 


Asp 


Val 


Leu 


Gin 


Asn 






115 










120 










125 








Arg 


Val 


Ala 


Ser 


He 


Tyr 


Ser 


Phe 


Ala 


Phe 


Leu 


Pro 


He 


Asp 


Val 


Asn 
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245 .in Glu Thr Leu Ala Thr Ala Asn Lys Arg 

Trp Gly His ser He Pro Gin Glu Thr L 210 

260 . T1P III Gly Thr Ser Trp Leu Thr Phe 

Arg Ala Pro Gin Ser Phe Asp lie Ser Gly ^ 

275 ^ III His Ser Lys Leu Arg Gin Ala Leu 

Asn Thr Ala Lys Lys Pro Phe Ser His ^ 

ser feu Val Leu Asn Lys - Leu Ala Ser Leu Ala Phe Val Xaa 

S cys .3 ~ 3^ Pro ser Cys Thr Phe Ala His Leu Pro Arg Ala 



325 

Ala Phe Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 254: 

(i, CARACTERI STIQUES DE LA SEQUENCE: 

Ja, LONGUEUR: 341 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME : complement (252066 . .253088) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 254: 
val Ph e Ala Me, Leu Thr Leu Gly Leu Glu Ser Ser Cys Asp Glu Thr 
ser cys ser Leu 5>1 Gin Asn Gly Lys lie Leu Ala Asn Lys lie A a 

20 • o«.r Tvr Gly Gly Val He Pro Glu Leu Ala 

ser Gin Asp He His Ala Ser Tyr Gly 45 

35 • t G1B Thr Phe Pro Glu Leu Leu Thr Ala Ala Thr 
Ser Arg Ala His Leu Gin Thr Phe p go „ , &la 

oxn - *X. oxy VaX s.r £. OXu ASP XX. OX. L.. XX. .« V.X JX. 
En T «o oxy ... 'xx. oxy AX, L.. ~ XX. oXy V.X As. - - 
Lys G Xy ... AX, Er OXy ... ^ « ~ ~ ~ Ifo ™ 
L OX. XX. £. ^ - - - - - - ~ S ^ 
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Phe 


Pro 


Aia 


Leu. 


L»iy 


Leu 


Ala 

A -Lei 


lie 


Ser 


biy 


Ala 




Thr 


Ser 


Leu 


Phe 




Tin 










J. j j 










140 










Leu 


Met 


Pro 


Asp 


Aia 


XI1X 


Thr 


±tL1k± 


Leu 


Leu 


Tl p 

lit: 


Gly 


Lys 


Thr 


Arg 


Asp 


14b 










X J V 










155 










160 


Asp 


Ala 


lie 




Pin 
IslU 


inr 




Asp 


Lys 


v a x 


Ala 


Arg 


Phe 


Leu 


Gly 


Leu 


















1 70 

X / \J 










175 




Pro 


Tyr 


Pro 


pi if 




pM -r» 
±11 


Lys 


l-i ell 


VjlU 


uiu 




Ala 


Arg 


Glu 


Gly Asp 








lou 










1 ftR 

X O J 










190 






Ala. 


Asp 


Aia 


riie 


Ala 


rile 


Ser 




r\ -LCI 




Val 


Ser 


Gly Tyr 


Asp 


Phe 






i y j 










200 










205 








Ser 


irXie 


Ser 




Leu 


Lys 


X IlX 


7V1 a 

Ala 


v ax 




xyr 


AT Pi 
Axa 


Leu 


Lys 


GlV 


Asn 














J. J 










220 










Asn 


Ser 1 


Ser 


Aia 


Lys 


nld 


Pro 


Irllfcr 


"Pt~o 

i J- 


Pin 
UlU 


v ax 




Glu 


Thr 


Gin 


Lys 


O O 










L J u 










235 










240 


Arg 


Asn 


lie 


nla 


nla 


Ser 


£ 11*= 


VJlll 




Ala 


Val 


Phe 


Met 


Thr 


He 


Ala 








£t *x J 










250 










255 






Lys 


Leu 


It i. w 


Asp 


He 


Val 


Lys 


Ala 


Phe 


Ser 


Cys 


Glu 


Ser 


Leu 


He 








260 










265 










270 






Val 


Gly 


Gly 


Gly 


Val 


Ala 


Asn 


Asn 


Ser 


Tyr 


Phe 


Arg 


Arg 


Leu 


Leu 


Asn 






275 










280 










285 








Gin 


He 


Cys 


Ser 


Leu 


Pro 


He 


Tyr 


Phe 


Pro 


Ser 


Ser 


Gin 


Leu 


Cys 


Ser 




290 










295 










300 










Asp 


Asn 


Ala 


Ala 


Met 


He 


Ala 


Gly 


Leu 


Gly 


Glu 


Arg 


Leu 


Phe 


Cys 


Asn 


305 










310 










315 










320 


Arg 


Thr 


His 


Val 


Ser 


Lys 


Glu 


Val 


He 


Pro 


Cys 


Ala 


Arg 


Tyr 


Gin 


Trp 










325 










330 










335 




Glu 


Ser 


Ala 


Cys 


Ser 

























340 



(2) INFORMATIONS POUR LA SEQ ID NO : 255: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 495 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 255234 256718 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 255: 



Met 


Asp 


Ser 


Lys 


Thr 


Ser 


His 


Leu 


Asp 


Asp 


Glu 


Leu 


Cys 


Phe 


Lys 


Leu 


1 








5 










10 










15 




Glu 


Glu 


Ala 


Phe 


Asp 


Thr 


Leu 


Thr 


Ala 


Gly 


Glu 


His 


Ser 


Gin 


Asp 


Leu 








20 










25 










30 






Thr 


Ser 


He 


Val 


Ser 


Val 


Tyr 


Asn 


Pro 


He 


Asp 


Leu 


Ala 


Tyr 


Ala 


Val 






35 










40 










45 








Ser 


Cys 


Leu 


Pro 


Ser 


Asp 


Ser 


Arg 


Ser 


He 


Leu 


Tyr 


Lys 


Asn 


Leu 


Asp 




50 










55 










60 










Ser 


He 


Ala 


Ser 


Lys 


He 


Ala 


Phe 


He 


He 


Asn 


Thr 


Asp 


Ser 


Ala 


Ser 


65 










70 










75 










80 


Arg 


Trp 


Ala 


He 


Phe 


Arg 


Asn 


Leu 


Ser 


Asp 


Gly 


Glu 


He 


Cys 


Ala 


Leu 










85 










90 










95 




He 


Glu 


Gin 


Met 


Pro 


Pro 


Asp 


Glu 


Ala 


He 


Trp 


Val 


Leu 


Asp 


Asp 


He 








100 










105 










110 






Pro 


Asp 


Arg 


Arg 


Tyr 


Arg 


Arg 


He 


Leu 


Asp 


Leu 


He 


Asp 


Val 


Lys 


Lys 
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125 

A X. M III XX. Arg « ~ Sn .V, - a* Arg » - - °» 

« s; ~ » Glu s «- m. ». » - - * ™ 

- alu v.x xx. « £ xx. «. » » - - »« « 5S ~ 

6r g « V.X Ph. vfx ». « - - «» - - «» SS ^ 

180 Tl ti* Ala Ser Pro Glu Met Pro Leu Lys Gin 

Thr Asp Arg Ser Leu He He Ala 2Q5 

xx. « s ~ xu «. e v. « - s ~ - « - 

olu V.X A* P ~ V.X S Arg ^ £ XX. -X » £ 

o-,c 230 Tlp Tnr Tyr Glu Asp val 

2 „i„ rin Asn Phe Leu lie Gly Ala He Tnr ry 

Val Asp Glu Glu Asn 25^ ^ 

Val Glu Tnr He Glu Asp He Ala Asp Glu Thr 

260 Z T D „ r _ His val Val Gin Arg 

G ly Thr Thr GXu A»p v,X oxy Tyr Hi. Asp cys ^ 

Ph . « s « - - - - - - - ss cys "* G1Y 

val US XX. ~ *X « S ^ Ph. Glh W. XX. - «• - | 
£ AX. ~ «X XX. £. Ph. XX. Pro « V.X » =xy « ~ 

„ val Gl y « £ Cys S.r Thr XX. V.X Arg S.r - AX. ~ 

34° t„ ,-i„ Thr lie Leu W» Glu Mat 

G ly Thr !..» s.r Ph. GXy Arg Arg Arg ™ 365 

s « u . oxy - « - oxy JS AX. L .u oxy XX. » cys oxy » 
V.X v!°X cys cys « oxy cys oxy « oxy » Ph. AX. Thr oxy 
HI v.I OX„ oxy £ Thr V.X s.r V.I OXy XXe u» «y XX. s.r 

405 ^ P v, G Ptl e Phe Ala Lys 

L eu Thr Ala Thr Thr Leu Gly Val Leu Ser Pro 

420 Gl pro n e Val Thr Ala Leu 

He Gly Val Asp Pro Ala Leu Ala ser Gly P 

» asp S v, S « M . t a JK - - - - « - - - 

Xs» JS « « - - "x. V.I sly OXu J- OX. X.P W . o y Ph. 

S Ar, AX. Ph. Ph. £ «. t S.r Ph. ,.u Pro « »r « 495 

485 

(2) INFORMATIONS POUR LA SEQ ID NO: 256: 

(i , CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 3 61 acides amines 

(B) TYPE: acide amine 

(D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: 256762.-257844 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 2 56: 



Arg 


Ser 


c?iy 


irne 


vai 


Ala 


Leu 


Arg 


rile 


blU 


Tl p 
lie 


Leu 


n 1 is 


Vji 111 


O id i- 


Lys 


1 








c: 










10 










15 




Lys 


Ser 


Arg 


Aid 


Arg 


val 




Arg 


Tip 
lie 




Thr* 


Ala 


His 


Gly 


iyi 


Tip 
lie 


















25 










3 0 






Asp 


Thr 


Pro 


nla 


±rile 


Vet J. 


Pro 


v a i 


r\ _L CI 


1111 


Asn 


Gly 


Ala 


Leu 


Lys 


Gly 


































val 


Leu 


Asp 


zilS 


Ser 


Asn 


T1 Q 

lie 


Pro 


Leu 




iriie 


<_ys 


Asn 


1.111 


iyr 


n 1 0 




D U 




















fin 










Leu 


i le 


Val 


riis 


Pro 


ly 


Ala 




nXa 


Tip 
11c 


Ala 
Aia 


AT Pi 
xi. 1 a 




vjIJt 


Gly 


Leu 


D D 










7 n 










75 










80 


His 


Gin 


pne 


lie 


VarXy 


Arg 


Asn 


nla 


Pro 


Tl p 
lie 


Tip 
lie 


1 111 


ASp 




oiy 


nl v 










O J 










90 










95 




rile 




lie 


JtrXiS 


Ser 


Leu 


Til 3 
nla 


iyr 




Cor 


Val 


Ala 


Glu 


Glu 


He 


Lys 








100 










105 










110 






Ser 


Cys 


{j3 ±y 


Lys 


Lys 


Lys 








1.111 


lie 


iic= 


Lys 


Val 


Asn 








11 j 










ion 

1ZU 










1 9^ 

1 z j 








Asp 


Gly 


vai 


TJ -1 <— 
HIS 


Fne 


Lys 


Ser 


Tyr 


Arg 


Asp 


pi \r 

jl y 


Arg 


Lys 


Leu 


ITlle 


Leu 




1 J U 










I J J 










1 d 0 










Ser 


Pro 


Glu 


lie 


Ser 


Val 


Lrin 


Aid 


v?in 


Lys 


Asp 


Leu 


biy 


j\i a 
/\i a 


Asp 


lie 


1 /I c 










i cn 










i _> _> 










160 


lie 


Leu 


Pro 


Leu 


Asp 


Glu 


Leu 


Leu 


Pro 


r*ne 


HIS 


Ala 


Asp 


Pro 


Thr 


Tyr 










ice 
lb j 










J. / u 










1 / .j 




Pne 


His 


Gin 


Ser 


Ser 


bin 


Arg 


Tnr 


Tyr 


vai 


Trp 


pin 
blU 


Lys 


Arg 


Ser 


Leu 








loU 










lOJ 










1 on 
1 y u 






Asp 


Tyr 


His 


Leu 


Lys 


Asn 


Pro 


v^iy 


T] Q 

lie 


bin 




Mai- 


Tyr 


biy 


Val 


lie 






19 5 










o n n 
zuu 










0 n ^ 








His 


Gly 


Gly 


Thr 


Pne 


Pro 


Asp 


Gin 


Arg 


Lys 


Leu 


tjiy 


Cys 


Lys 


T>V> 

irne 


val 




210 










iilD 




















Glu 


Asp 


Leu 


Pro 


Phe 


Asp 


Gly 


Ser 


Ala 


lie 


c*iy 


vjiy 


Ser 


Leu 


biy 


Lys 


225 










O 1 C\ 

Z j U 










ZJ J 










z *± u 


Asn 


Leu 


Gin 


Asp 


He 


Val 


Glu 


Val 


Val 


Gly 


val 


Thr 


Ala 


Ala 


Asn 


Leu 










245 










250 














Ser 


Ala 


Glu 


Arg 


Pro 


Arg 


His 


Leu 


Leu 


Gly 


He 


Gly 


Asp 


Leu 


Pro 


Ser 








260 










265 










270 






He 


Trp 


Ala 


Thr 


Val 


Gly 


Phe 


Gly 


He 


Asp 


Ser 


Phe 


Asp 


Ser 


Ser 


Tyr 






275 










280 










285 








Pro 


Thr 


Lys 


Ala 


Ala 


Arg 


His 


Gly 


Ser 


Gly 


He 


Leu 


Thr 


Ser 


Gin 


Gly 




290 










295 










300 










Pro 


Leu 


Lys 


He 


Asn 


Asn 


Gin 


Arg 


Tyr 


Ser 


Ser 


Asp 


Leu 


Asn 


Pro 


He 


305 










310 










315 










320 


Glu 


Pro 


Gly 


Cys 


Ser 


Cys 


Leu 


Ala 


Cys 


Ser 


Gin 


Gly 


He 


Thr 


Arg 


Ala 










325 










330 










335 




Tyr 


Leu 


Arg 


His 


Leu 


Phe 


Lys 


Val 


His 


Glu 


Pro 


Asn 


Ala 


Gly 


He 


Trp 








340 










345 










350 






Ala 


Ser 


He 


His 


Asn 


Met 


His 


His 


Met 

















355 360 



(2) INFORMATIONS POUR LA SEQ ID NO: 257: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 260 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineair e 
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(iii) HYPOTHETIQUE: oui 

(viiil M m« «■««—■ 

(xi) descriptxon « «* -a—' SE2 ID N ° : „ _ val 

„ « p>» „ pM vil al „ ser 

- - - x p l - ws t I E 1 ~ - - -» - 

~ ° w » :; r: r: z 1 1 - - ~ - - - - 

Ma « I Z L « s. - - ~ •? "* * AW " a « 

Ph. V,l Oly „ 75 wu 01y 01y 

65 , »i« pha set V»l cys L«u G1Y »i» " 95 

Val Oly Gly Ma ^ , 0 phe cys His 

Val Val Leu Ma Tnr oly -u Leu Leu Ala 

ser ser Arg Clu Lys Tyr Val II. W ^ 
He Arg S- Ser ^ ^ ^ ^ Qlu 

Phe Lys Glu Pro val He Gin Olu 
X kia ser Tyr ^ cys Glu Pro Oly He Pro -u ser Gly P ^ 

" S l Glu S ^ val Xle Leu Gin Lys - Asp - 

olu Val Gin Gin Glu ^ ^ ^ ^ 

ser His Val Pro Lys Tyr He Ala Val 

Ma Gly Lys He Gly Arg Asn Gly Glu Leu Leu Leu 
val Lys Ala Gly Lys 2oQ z 

195 * rin Asn Phe Val Arg Arg Ala Lys giu 

Gly lie Asp Thr Asp Gin Asn 

210 .„„ rlu val Val Arg Leu Asp Gly *n Y 

£5 V.1 !■« Pro W ^ S « S " SS S * 



ser Asn Asp cys 
260 



(2) INFORMATIONS POUR LA SEQ ID NO : 258: 

m CARACTERISTIQUES DE LA SEQUENCE : 
S SSgUEUR: 136 acides amines 
ir TYPE: acide amine 

S Configuration: lineaire 

(iii) HYPOTHETIQUE: oui 

(vlii) POSITION D»S « <—»' 3SS7B0..25, 18 7 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 258 : 

1 Pro s« ~ fa - - - - - « - ~ ^ - ^ 
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Arg 


Arg 


Ser 


Val 


Val 


Ser 


Phe 


Tyr 


Pro 


Gin 


Asn 


Leu 


Pro 


Ser 


Pne 


Arg 








20 




















j u 






Arg 


Arg 


Lys 


Pro 


Ser 


Arg 


Thr 


Asp 


Ser 


Pro 


lie 


Lys 


His 


TV 1 -a 

Aia 


Lys 


HIS 






3 5 










a n 


















Phe 


Leu 


Arg 


Asp 


His 


Leu 


Ser 


His 


Leu 


Arg 


Lys 


lie 


Leu 


Ala 


biy 


Lys 




D U 




















60 










Pro 


Gin 


Glu 


Val 


He 


Glu 


Ala 


Trp 


Tyr 


Glu 


He 


Leu 


Gly 


Lys 


Lys 


Tyr 


65 










70 










75 










80 


Asn 


Gly 


Met 


Thr 


Gin 


Ala 


He 


Gly 


Leu 


Lys 


Asp 


Gly 


He 


Leu 


Ser 


He 










85 










90 










95 




Lys 


Val 


Arg 


Asn 


Ala 


Ser 


Leu 


Tyr 


Ala 


Val 


Leu 


Lys 


Gin 


Ser 


Ser 


Gin 






100 










105 










110 






Lys 


Glu 


Leu 


He 


Ser 


Arg 


He 


His 


Ser 


Ala 


Val 


Pro 


Gly 


Ala 


Lys 


Val 






115 










120 










125 








Lys 


Glu 


He 


Arg 


Phe 


Leu 


Leu 


Gly 



















130 135 



(2) INFORMATIONS POUR LA SEQ ID NO : 25 9: 

(i) CARACTERI ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 804 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME : 2 59 193 .. 261 604 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 259: 



Met 


Asp 


Ala 


Gin 


Glu 


Lys 


Lys 


Tyr 


Asp 


Ala 


Ser 


Ala 


He 


Thr 


Val 


Leu 


1 








5 










10 










15 




Glu 


Gly 


Leu 


Gin 


Ala 


Val 


Arg 


Glu 


Arg 


Pro 


Gly Met 


Tyr 


He 


Gly 


Asp 








20 










25 










30 






Thr 


Gly 


Val 


Thr 


Gly 


Leu 


His 


His 


Leu 


Val 


Tyr 


Glu 


Val 


Val 


Asp 


Asn 






35 










40 










45 








Ser 


He 


Asp 


Glu 


Ala 


Met 


Ala 


Gly 


Phe 


Cys 


Thr 


Glu 


Val 


Val 


Val 


Arg 




50 










55 










60 










He 


Leu 


Glu 


Asp 


Gly 


Gly 


He 


Ser 


He 


Ser 


Asp 


Asn 


Gly 


Arg 


Gly 


He 


65 










70 










75 










80 


Pro 


He 


Gin 


He 


His 


Glu 


Lys 


Glu 


Ser 


Ala 


Lys 


Gin 


Gly 


Arg 


Glu 


He 










85 










90 










95 




Ser 


Ala 


Leu 


Glu 


Val 


Val 


Leu 


Thr 


Val 


Leu 


His 


Ala 


Gly 


Gly 


Lys 


Phe 








100 










105 










110 






Asp 


Lys 


Asp 


Ser 


Tyr 


Lys 


Val 


Ser 


Gly 


Gly 


Leu 


Xaa 


Gly 


Val 


Gly Val 






115 










120 










125 








Ser 


Cys 


Val 


Asn 


Ala 


Leu 


Ser 


Glu 


Lys 


Phe 


He 


Ala 


Lys 


Val 


Phe 


Lys 




130 










135 










140 










Asp 


Gly 


Gin 


Ala 


Tyr 


Ser 


Met 


Glu 


Phe 


Ser 


Arg Gly 


Ala 


Pro 


Leu 


Thr 


145 










150 










155 










160 


Thr 


Leu 


Gin 


Val 


Leu 


Gly 


Pro 


Thr 


Asp 


Lys 


Arg 


Gly 


Thr 


Glu 


Val 


Leu 










165 










170 










175 




Phe 


Tyr 


Pro 


Asp 


Pro 


Ala 


He 


Phe 


Ser 


Thr 


Cys 


Val 


Phe 


Asp 


Arg 


Ala 








180 










185 










190 






He 


Leu 


Met 


L y s 


Arg 


Leu 


Arg 


Glu 


Leu 


Ala 


Phe 


Leu 


Asn 


Arg Gly Ala 






195 










200 










205 








Thr 


He 


Val 


Phe 


Glu 


Asp 


Asp 


Arg 


Asp 


Thr 


Gly 


Phe 


Asp 


Lys 


Val 


Val 
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•7in 215 t,^ vai ser Tyr Leu Asn Gin 

Phe Phe Tyr Olu Gly Gly He Gin ser Phe Val Ty ^ 

Phe Phe Ty ^ 23b ^ ftrg 

Asn Lys Glu lie Leu Phe Pro Asn Pro Tyr ^ 

245 T1P Glu Phe lu Ala Ala Lau Gin Trp Asn 

pro Gly Asp Asp Gly Asp He Glu Phe G 27Q 

260 |£ Ala Asn Asn He Pro Thr 

q e r Gly Tyr ser Glu Leu He Tyr ser iy 2g5 

: z s - . - - £ - - ~ s ~ ~ u ™ r 

11 £! ^ s„ „ .x. - - - » 55 s " Lys s " MP »; 

325 „w n i„ riv Gin Thr Lys Gin Lys 

ser Val Lys Val Pro Asn Pro Gin Phe Glu Gly ^ 

340 v , oly ser vfl Ser Gin Gin He Ser Gly Glu 

Leu Gly Asn ser Asp Val Gly Ser 365 

355 v, rlu Glu Asn Thr Gin He Ala Lys Thr He 

405 „ t asp Pro Glu Lys cys Glu 

Pro Gly Lys Leu He Asp Cys Leu Glu Lys Asp ^ 
Pro Giy y 425 Gln Gly 

Met Tyr He Val Glu Gly Asp Ser A la Gly Gly ^ 

Arg Asp s * - - s iie Leu pr ° iie - Giy r 

Asn V 5 a°i Glu Lys Ala Arg Leu - - Val Phe Gin Asn Gin Glu e 
£ ser He He Ala £. L eu Gly Cys Gly He Gly Lys Asp Asn he 
Asn Leu Ser Lys Leu Arg ^ ^ *g X- XX. XX. Me, Thr Asp Ala 

500 His U e Arg Thr Leu Leu Leu Thr Phe Phe Tyr 

asp VaX Asp GXy Ser His lie Arg in 525 

i: His %i ~ ~ ~ .» - « - - s ^ - r 
- « * « v. s «. «, - s - « - »• ss 

= Gltt ws ol . « s - - ss ~ mu ° iy * r - ; 

_ oln rl « Vll is « - - - l. - - « s s ;; 

« „ a ~ S v., - ~ - « oxu « - « - - - 

595 , ,1. II. M Phe Ser Glu Phe Leu Asp Met Phe 
ser Leu Glu W» W» " a 620 

1 oxy *X. Tyr Pro Leu Tyr Tyr Tyr Pro Pro Glu Ser Gly Lys 

Arg asp Giy ^ «5 ^ ^ ^ Ile 

Gin Gly Gly ser Tyr Leu Tyr ^ 6 55 

645 n« «s«- Arg Ile Leu Glu Leu Tyr Lys Gly 

Ala Ala Asn Glu Glu Ser Ala Ser Arg 67Q 

660 * 65 To „ Glv Tyr Gly Tyr Asp 

ser Val Leu Glu Glu Leu Gin Arg Asp Leu Gly Asp Tyr 
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lie 


Arg 


Asn 


Tyr 


Leu 




ri 


Lys 




Cor 


Gly 


He 


Thr 


Val 


Ser 


Thr 




con 










o y j 










700 










Glu 


Asp 


Pro 


Lys 


Tic* 
X J- s 


Ser 


Pro 


ryr 


vnl 


»— _y £a 




Thr 


Leu 


Lys 


Glu 


Val 


/ Ub 




















715 










720 


T 1 0 

J. ±e 


Asp 


Tyr 


T .ai i 
JjcU 


T A^C 






Gl v 

VJXJf 


Arg 


Lys 


Glv 


He 


Glu 


He 


Gin 


Arg 










725 










730 










735 




Tyr 


Lys 


Gly 


Leu 


Gly 


Glu 


Met 


Asn 


Ala 


Asp 


Gin 


Leu 


Trp 


Asp 


Thr 


Thr 








740 










745 










750 






Met 


Asn 


Pro 


Glu 


Gin 


Arg 


Thr 


Leu 


Val 


Arg 


Val 


Ser 


Leu 


Lys 


Asp 


Ala 






755 










760 










765 








Val 


Glu 


Ala 


Asp 


His 


He 


Phe 


Thr 


Met 


Leu 


Met 


Gly 


Glu 


Glu 


Val 


Pro 




770 










775 










780 










Pro 


Arg 


Arg 


Glu 


Phe 


He 


Lys 


Ser 


His 


Ala 


Leu 


Ser 


He 


Arg 


Met 


Asn 


785 










790 










795 










800 


Asn 


Leu 


Asp 


He 



























(2) INFORMATIONS POUR LA SEQ ID NO: 2 60: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 83 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 2 61 622 .. 2 64129 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 2 60: 



Met 


Leu 


Asn 


Lys 


Glu 


Glu 


He 


He 


Val 


Pro 


Lys 


Asn 


Leu 


Glu 


Glu 


Glu 


1 








5 










10 










15 




Met 


Lys 


Glu 


Ser 


Tyr 


Leu 


Arg 


Tyr 


Ser 


Met 


Ser 


Val 


He 


He 


Ser 


Arg 








20 










25 










30 






Ala 


Leu 


Pro 


Asp 


Ala 


Arg 


Asp 


Gly 


Leu 


Lys 


Pro 


Ser 


Gin 


Arg 


Arg 


He 






35 










40 










45 








Leu 


Tyr 


Ala 


Met 


Lys 


Gin 


Leu 


Asn 


Leu 


Thr 


Pro 


Gly 


Val 


Lys 


His 


Arg 




50 










55 










60 










Lys 


Cys 


Ala 


Lys 


He 


cys 


Gly 


Asp 


Thr 


Ser 


Gly 


Asp 


Tyr 


His 


Pro 


His 


65 










70 










75 










80 


Gly 


Glu 


Ser 


Val 


He 


Tyr 


Pro 


Thr 


Leu 


Val 


Arg 


Met 


Ala 


Gin 


Asp 


Trp 








85 










90 










95 




Ala 


Met 


Arg 


Tyr 


Pro 


Leu 


Val 


Asp 


Gly 


Gin 


Gly 


Asn 


Phe 


Gly 


Ser 


He 








100 










105 










110 






Asp 


Gly 


Asp 


Pro 


Ala 


Ala 


Ala 


Met 


Arg 


Tyr 


Thr 


Glu 


Ala 


Arg 


Leu 


Thr 






115 










120 










125 








His 


Ser 


Ala 


He 


Phe 


Leu 


Leu 


Glu 


Asp 


Leu 


Asp 


Lys 


Asp 


Thr 


Val 


Asp 




130 










135 










140 










Met 


Val 


Pro 


Asn 


Tyr 


Asp 


Glu 


Thr 


Lys 


Tyr 


Glu 


Pro 


Val 


Val 


Phe 


Pro 


145 










150 










155 










160 


Ser 


Lys 


Phe 


Pro 


Asn 


Leu 


Leu 


Cys 


Asn 


Gly 


Ser 


Ser 


Gly 


He 


Ala 


Val 










165 










170 










175 




Gly 


Met 


Ala 


Thr 


Asn 


He 


Pro 


Pro 


His 


Asn 


Leu 


Gly 


Glu 


Leu 


He 


Glu 








180 










185 










190 






Ala 


Thr 


Leu 


Leu 


Val 


Leu 


Ala 


Asn 


Ser 


Gin 


Thr 


Ser 


He 


Glu 


Asp 


He 






195 










200 










205 








Leu 


Glu 


Val 


Met 


Pro 


Gly 


Pro 


Asp 


Phe 


Pro 


Thr 


Gly 


Gly 


He 


He 


Cys 
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Gly mr Glu Gly II. Arg SnS.rAB.Ly.olnW, 
£| L .u Arg Al. Arg «.t His V,! «» £» «» »* 25 5 

245 . „,„ Tvr Asn Val Asn Lys s.r Pro 

Gl„ Asn II. I" ^ G1U Hat 2« ™ 270 

G1U M " 260 "l Glu ty s Thr L.u Thr Gly 

t .u ii. oiu cm ii. »i« «« w» n. a» 2S5 

Ils « S v.! «. « « - - - ~ SS5 ss " MS 

: « ». - - « - - - 5 ~ - ~ - i 

£ L y, ,» Thr Asp Val OX. V! « J. - » - £ ^ 

i i P - s ~ « - s - -* hu - i: :; 

Trp n . Hi. Arg « « V* »• « « fsi ™ 7 

i in ». al » - - - - »• ss ciu ° iy :* : 

tys Si L.u s.r cys M.r aIp ex. v.! v.! Lys « n. Arg «u s.r 

Lys Aia u „ t rlll Leu Phe Ser Phe 

Ser Asn Lys Glu His Ala Lys Gin Gin Leu Val Glu 

405 * la I1B Leu Glu Leu Arg Leu Tyr Gin Leu 

S er Glu Ala Gin Ala Leu Ala He Leu Gl 43Q 

420 y val Gin Lys Glu Tyr Ser Glu Leu Leu 

Thr Gly Leu Glu Ala Asp Lys Val I* 445 

Glu Lys E - ^ - S - - ~ A " fee ^ I 

Z t X- XX. « - £ Leu Gin Glu Leu His Lys Val H,s Lys 
Lys Asp xx 4/d Asp 

465 ^ tvs He Glu Met Asp Thr Gly Asp v 

Thr Pro Arg Arg Thr Lys lie u 495 

485 Glu ser Val He He Thr He Ser Gly 

He Glu Asp He He Ser Asp Glu Ser v 51Q 

500 M , pro vax Lys Val Phe Arg Glu Gin Lys 

Asp Asp Tyr val Lys Arg Met Pro Val Ly ^ 

5 ^ 5 , val Thr Gly Phe Asp Met Lys Lys Gly Ser Asp 

Arq Gly Gly Gin Gly Val Thr Giy 54Q 

53 ° Ala val Tyr Ser Ala Ser Thr Lys Asp Tyr Leu Leu 

Pne Leu Lys Ala Val Tyr ^ ^ 

Ke Thr Asn Phe Gly Gin Cys Tyr Trp Leu Lys rp 

565 Tla tip Asn Phe Leu Glu 

Glu sly Glu Arg Ar, «• Lys «v £f Pr ° "* "* 590 

580 , ™, IS Al. val L.u a. V.1 Lys Arg 

Gly II. Arg Pro Gly Glu Gin v.1 Al. Al. 605 

J a Gin IS Giy Gin lyr - - » *» ~ & ^ ^ V " ~ 
s SI V.1 „r - Asp Ala P.. Gly s.r Pro Arg lys «, «V - 
SS Al. « Gin II. "s P Asp Giy Asp - « ,X. Al. Al. « Hrs 
I ,1. A.n asp K Gin .ys v.! £ S - - - - « - 
a V.1 Arg ^ Pro His Asp Lys IS Arg Pro « - Arg a 
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Arg 


Gly 


val 


Arg 


Cjiy 


vai 


ber 


Leu 


Lys 


Asn 




Ci 1 r» 
ulll 


Asp 




v a j. 


vax 




/-Art 

by u 






























Ser 


Cys 


Gin 


vai 


vai 


inr 


r* 1 n 

blU 


Asp 


pi „ 

vj j.n 


Ser 


Vai 


Leu 


val 


V cX J. 






1 o c 

/Ob 








/ 1 u 










71^ 










720 


Asn 


Gly 


Phe 


Gly 


Lys 


Arg 


Ser 


Leu 


Val 


Cys 


Asp 


IT XI fed 


r\±. y 


V3 J. Li 


J. Hi. 


B en 
noil 










"7 o 
/ZD 










7-3A 














Arg 


Gly 


Ser 


val 


Gly 


vai 


Arg 


Ser 


lie 


vai 


lie 


Asn 




Arg 


Asn 


«iy 








/ 4 U 




















750 






Asp 


Val 


Leu 


Gly 


Aia 


lie 


Ser 


vai 




Asp 


Cys 


Asp 


ser 


He 


Leu 


Leu 






*7 C C 

/ bb 










/DU 










7 ^ 








Met 


Ser 


Ala 


Gin 


Gly 


Gin 


Ala 


He 


Arg 


He 


Asn 


Met 


Gin 


Asp 


Val 


Arg 




770 










775 










780 










Val 


Met 


Gly 


Arg 


Ala 


Thr 


Gin 


Gly 


Val 


Arg 


Leu 


Val 


Asn 


Leu 


Arg 


Glu 


785 










790 










795 










800 


Gly 


Asp 


Thr 


Leu 


Val 


Ala 


Met 


Glu 


Lys 


Leu 


Ser 


He 


Asn 


Thr 


Glu 


Ser 










805 










810 










815 




Val 


Glu 


Thr 


Glu 


Glu 


Asn 


Leu 


Ala 


Ala 


Ser 


Val 


Gin 


Ser 


Gly Gin 


Asp 








820 










825 










830 






Thr 


He 


Glu 


Glu 



























835 



(2) INFORMATIONS POUR LA SEQ ID NO : 261: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 20 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 264125 264742 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 2 61: 



Arg 


Asn 


Ser 


Val 


Phe 


He 


Val 


Val 


Glu 


Gly 


Gly 


Glu 


Gly Ala Gly 


Ly s 


1 








5 










10 










15 




Thr 


Gin 


Phe 


He 


Gin 


Ala 


Leu 


Ser 


Lys 


Arg 


Leu 


He 


Glu 


Glu 


Gly Arg 








20 










25 










30 






Glu 


He 


Val 


Thr 


Thr 


Arg 


Glu 


Pro 


Gly 


Gly 


Cys 


Ser 


Leu 


Gly Asp 


Ser 






35 










40 










45 








Val 


Arg 


Gly 


Leu 


Leu 


Leu 


Asp 


Pro 


Glu 


Gin 


Lys 


He 


Ser 


Pro 


Tyr 


Ala 




50 










55 










60 










Glu 


Leu 


Leu 


Leu 


Phe 


Leu 


Ala 


Ala 


Arg 


Ala 


Gin 


His 


He 


Gin 


Glu 


Lys 


65 










70 










75 










80 


He 


He 


Pro 


Ala 


Leu 


Lys 


Ser 


Gly 


Lys 


Thr 


Val 


He 


Ser 


Asp 


Arg 


Phe 










85 










90 










95 




His 


Asp 


Ser 


Thr 


He 


Val 


Tyr 


Gin 


Gly 


He 


Ala 


Gly 


Gly 


Leu 


Gly 


Glu 








100 










105 










110 






Ser 


Phe 


Val 


Thr 


Asn 


Leu 


Cys 


Tyr 


His 


Val 


Val 


Gly 


Asp 


Lys 


Pro 


Phe 






115 










120 










125 








Leu 


Pro 


Asp 


He 


He 


Phe 


Leu 


Leu 


Asp 


He 


Pro 


Ala 


Arg 


Glu 


Gly 


Leu 




130 










135 










140 










Leu 


Arg 


Lys 


Ala 


Arg 


Gin 


Lys 


His 


Leu 


Asp 


Lys 


Phe 


Glu 


Gin 


Lys 


Pro 


145 










150 










155 










160 


Gin 


He 


Phe 


His 


Gin 


Ser 


Val 


Arg 


Glu 


Gly 


Phe 


Leu 


Ala 


Leu 


Ala 


Glu 










165 










170 










175 




Lys 


Ala 


Pro 


Asp 


Arg 


Tyr 


Lys 


Val 


Leu 


Asp 


Ala 


Leu 


Leu 


Pro 


Thr 


Glu 
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185 190 

Al. Ser v*l Z «m — "» «» "» «" " e 

195 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 29 6 acides amines 

(B) TYPE: acide amin6 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 264741 .. 265628 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 262: 
^ Arg Gin Gly Glu val Met Glu Ser Ala Ala Trp Glu Ala Leu He 
L Arg Val Arg Lp cm Lys Leu Pro Ser Ala He He Leu His Gly 
Oin Asp Leu Ser Asn Leu Ser Ala Arg Ala Glu Tyr Ala Ser Leu 

He lie Lys Glu Thr Leu Pro Glu Ala Ala Tyr Lys Leu Ala Asn Lys 
L eu hL Pro Asp He His Glu Tyr Ser Pro Gin Gly Lys Gly Arg Leu 
S. Thr He Glu Tnr Pro Arg Ala He Arg Lys Asp He Trp He His 

85 Tla Tvr Tie He Tyr Glu Ala Asp Arg 

Pro Tyr Glu Ser Pro Tyr Lys lie Tyr He He ry ^ 

100 tio c| Pr Ala Phe Leu Lys Leu Leu Glu Asp Pro 

He Thr Leu Asp Ala He Ser Ala Pne i, y ^ 

115 ^ To n val Ser Ala Leu Pro Gin Arg Leu 

Pro Gin Tyr Gly Met Phe lie Leu Val Ser aj. ^ 

Pro III Thr lie Arg ser Arg Cys Val Ser Phe His He Pro Met Glu 
III L ys Thr Leu Val III Lys Lys Asp He Ala Phe Leu He Gly Leu 
Ala Gin Gly Lys III Ser Val Thr Arg He Gly Ser Gin Val Lys Gly 
Th r Ala Asp III Asp Lys Gin Val Leu Arg Asp Lys Thr Lys Ala Met 
Le u Thr 52 Leu Leu Gin Leu Phe Arg Asp Arg Phe Leu Leu Ala Lys 
Lys va°i Pro val Ser Leu Leu Ala ,yr Pro Asp Leu Leu Asn Glu He 
HI .hr Met Pro Val Z Pro Leu Glu Glu Val Leu Ser He lie Thr 
Arg Ala Val Gin J£ Leu Asp Ser Tyr Ser Ser Ala Pro Ser Cys Leu 
«u Trp He Cys Leu Gin Leu Trp Ser Phe Lys Asn Arg Gin Oin Met 

27 5 2oU 
Ala lie Arg Asn Arg Arg Arg Ser 
290 295 
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(2) INFORMATIONS POUR LA SEQ ID NO : 2 63: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 244 acides amines 

(B) TYPE: acide amine" 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 26563 1 2663 62 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 263: 



Met 


Leu 


lie 


Ala 


Asp 


Ser 


Gin 


Glu 


CjIU 


irne 


Leu 


Gin 


He 


Ala 


Cys 


Tyr 


1 








b 










10 










15 




Asp 


Trp 


lie 


Ser 


Thr 


Ala 


Asn 


Lys 


Til a 

Aia 


He 


His 


Lys 


Arg 


Gly Ala 


T>Ho 
Jriie 








2 0 










£. -> 
















Tyr 


Val 


Ala 


Leu 


Ser 


Gly Gly 


Lys 


inr 


Pro 


Leu 


Gin 


He 


rlic 


1^X11 


pin 






3 5 










4U 










45 








lie 


Val 


Lys 


Lys 


Arg 


Ala 


Ala 


lie 


Ser 


Asp 


Cys 


Ser 


Lys 


He 


Val 


Vdl 




50 










55 










60 










Phe 


Trp 


Gly 


Asp 


Glu 


Arg 


Ala 


Asn 


Glu 


Asp 


Val 


Giu 


Ala 


Gly 


Ser 


Asn 


65 










70 










75 










80 


Tyr 


Leu 


Lys 


Ala 


Met 


Asp 


He 


Leu 


Lys 


Gly 


Leu 


Arg 


He 


Pro 


Glu 


Asp 










85 










90 










95 




Gin 


lie 


Phe 


Arg 


Met 


Asp 


Thr 


Ala 


Asp 


Pro 


Lys 


Gly Asp 


Glu 


Ala 


Tyr 








100 










105 










110 






Glu 


Ala 


Leu 


He 


Gin 


Lys 


Tyr 


Val 


Pro 


Asp 


Ala 


He 


Phe 


Asp 


Met 


Val 






115 










120 










125 








Met 


Leu 


Gly 


Val 


Gly 


Glu 


Asp 


Gly 


His 


Thr 


Leu 


Ser 


Leu 


Phe 


Pro 


Glu 




130 










135 










140 










Thr 


Gin 


Ala 


Leu 


Glu 


Glu 


Lys 


Glu 


Arg 


Phe 


Val 


Val 


Phe 


Asn 


Glu 


Val 


145 










150 










155 










160 


Pro 


Gin 


Leu 


His 


Thr 


Arg 


Arg 


Met 


Thr 


Leu 


Thr 


Phe 


Pro 


He 


Val 


Arg 










165 










170 










175 




Gin 


Ala 


Arg 


His 


Leu 


Val 


Ala 


Tyr 


Val 


Gin 


Gly Glu 


Asn 


Lys 


Gin 


Asp 








180 










185 










190 






Leu 


Phe 


His 


Lys 


Leu 


Val 


His 


Pro 


Leu 


Gly Arg Asp 


Thr 


Phe 


Pro 


He 






195 










200 










205 








Glu 


Arg 


Val 


Gly 


Thr 


Pro 


Leu 


Asn 


Pro 


Val 


Gin 


Trp 


Val 


Leu 


Ser 


Ser 




210 










215 










220 










Asp 


Ser 


Cys 


Arg 


Lys 


Thr 


Asp 


Leu 


Ala 


Asp 


He 


Pro 


Ala 


Asp 


Cys 


Lys 


225 










230 










235 










240 


Leu 


Glu 


Met 


Phe 



























(2) INFORMATIONS POUR LA SEQ ID NO: 2 64: 

(i) C ARAC TER I ST I QUE S DE LA SEQUENCE : 

(A) LONGUEUR: 171 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (266426 266938) 
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(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 264, 
Lys L.u Ph. H. Asp Ash Pro Arg Trp Lys oly val «. ^ «" 
G1 » ,1. cay Lys Lg Leu Pro Lys Ar, Thr Thr Asp n. Al, v.l II. 
Ph. Lys Lys s.r s.r Tyr Ash L.u Ph. Ash Ala c-lu As„ cys Pro L.u 
cy. Pro lL Asp Asn Asp L.u L.u II. II. Ar g II. «» «. MP «« 
Oly val Ala L.u Gl„ Ph. Asn cys Lys Val Pro Gly Thr Asn Lys L.U 
Si Arg Pro V,! Ly. Mat Asp Ph. Ar, Tyr Asp s.r Tyr Ph. Asn Thr 
V,! Thr Pro Glu M. Tyr Glu Arg L.u L.u cys Asp cy. II. L.u oly 
Asp Arg Thr L.u Ph. Thr s.r Ash Glu Glu V.l L.u Ala S.r Trp Glu 
L.u Ph. Ill Pro Leu L.u Glu Lys Trp s.r Gin v.l His Pro II. Ph. 
Pro Asn Tyr M.t Ala Gly ~ L.u Ar g Pro Gin Glu A!. Asp clu L.u 
III s.r Arg Asp Gly Lys Ala Trp Arg Pro Tyr 

-ICC •>- ' U 



(2) INFORMATIONS POUR LA SEQ ID NO: 265: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 340 acides amines 



(B) TYPE: acide amine 
(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME : complement (266942 .. 267961) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 265: 

He Leu Gly Cys Thr Leu Glu Glu lie Lys Asp Phe Gly Pro Thr Leu 
iro Ala cys Pro Pro cys lie Val Val He Phe Gly Ala Thr Gly Asp 
L eu Thr Ser Arg Lys Leu Phe Pro Ala Leu Tyr Asn Leu Thr Lys Glu 
Oly Arg Leu Ser Glu Asn Phe Val Cys Val Gly Phe Ala Arg Arg Pro 
Lys ser His Glu Gin Phe Arg Glu Glu Met Lys Leu Ala Val Gin His 
IL ser His ser Ser Xu He Asp He Arg Val Trp Glu Ser Leu Glu 
A sn Arg He Phe £yr His Gin Ala Asn Phe Ser Asp Ala Glu Gly Ty. 
ser Ala Leu Lys Ala Tyr Leu Glu Gin Leu Asp Gin Gin Tyr Gly Thr 
Gln Gly Asn Arg Leu Phe Tyr Leu Ser Thr Pro Pro Asp Tyr Phe Gin 
130 135 
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G1U 


T"l Q 

lie 


Tin 

lie 


Arg 


7\ en 
noil 




nail 


Arg 


His 


Gin 


Leu 


Phe 


Tvr 


His 


Glu 


Gin 












i ^o 

X J \J 










155 










160 


Gly 


Ala 


bin 


bill 


Pro 


irp 


OCX 


TV T"fT 


Leu 


He 


He 


Glu 


Lys 


Pro 


Phe 


Glv 








X O -3 










170 










175 




Val 


Asn 


Leu 


blU 


xnr 


Ala 


Arg 


bill 


Leu 


pin 
ulll 


Gin 


Cys 


He 


Asp 


Ala 


Asn 








ion 

1 O V 










X O _J 










190 






He 


Asp 


G1U 


blU 


Ser 


Val 


Tyr 


Arg 


lie 


Zl en 


His 

nio 


xy x 


Leu 


Gly 


Lys 


Glu 




i y d 










^£ VJ \J 










205 








Thr 


val 


ply, 

bin 


Asn 


Tin 

lie 


Leu 


liii 


Tip 
11c 


ax y 


Phe 


Ala 


Asn 


Thr 


Leu 


Phe 


Glu 














a! J 










220 










Ser 


Cys 


Trp 


Asn 


Ser 


bin 


Tyr 


lie 


Asp 


ni & 


Val 


Gin 


He 


Ser 


Val 


Ser 


225 


















235 










240 


Glu 


Ser 


lie 


Gly 


He 


biy 


Ser 


Arg 


pi v 

ul 


noil 


nic 


Phe 


Glu 


Lys 


Ser 


Glv 










245 










^ j \j 










255 




Met 


Leu 


Arg 


Asp 


Met 


val 


Pin 

bin 


Asn 


nib 


T .01 1 


X 11X 


Gin 


Leu 


Leu 


Cys 


Leu 








260 










265 










270 






Leu 


Thr 


Met 


Glu 


Pro 


Pro 


Ser 


GlU 


Phe 


Ser 


Ser 


Glu 


Glu 


He 


Lys 


Lys 






275 










280 










285 








Glu 


Lys 


He 


Lys 


He 


Leu 


Lys 


Lys 


He 


Leu 


Pro 


He 


Arg 


Glu 


Glu 


Asp 




290 










295 










300 










Ala 


Val 


Arg 


Gly Gin 


Tyr 


Gly 


Glu 


Gly 


He 


Val 


Gin 


Asp 


Val 


Ser 


Val 


305 










310 










315 










320 


Leu 


Gly 


Tyr 


Arg 


Glu 


Glu 


Glu 


Asn 


Val 


Asp 


Pro 


Asn 


Ser 


Ser 


Val 


Glu 








325 










330 










335 




Thr 


Tyr 


Val 


Ala 



























(2) INFORMATIONS POUR LA SEQ ID NO: 2 66: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 85 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (268066 268320 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 266: 

Phe Ser Gly Asn Pro Leu Pro Met Gin Lys Ala Tyr Ala Ser Ser Val 

15 10 15 

Gin Ser Glu He Gin Glu Leu Ala Ala Leu He Gin Glu Met Thr Ala 

20 25 30 

He Glu Val He Leu Trp Asp Glu Arg Leu Ser Ser Ala Gin Ala Glu 

35 40 45 

Arg Met Leu Lys Ser Asp Cys Gly Leu Asn Arg Lys Gin Arg Lys Asn 

50 55 60 

Ser Ser Asp Ser Leu Ala Ala Thr Leu He Leu Ser Ser Phe Leu Asp 
65 70 75 80 

Ser Arg Lys Leu Tyr 
85 



(2) INFORMATIONS POUR LA SEQ ID NO : 267: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 102 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vlil , POSITION DKHS LE GENOME: co^.nt ,268205 .. 266510, 
, xi) DESCRJWIOS m LA SEQUENCE: SEQ ID W>= 267, 

Met m i» ^ «• «" «» «» ~ "» ^ ^ IT " y 

i ys « I- L, «- - - « « M ^ S" 

20 , »i„ »Tfl ser Ser Leu Thr Leu Thr Ala 

L eu Pro lie Gly Asn Val Glu Ala Arg Ser ^ 

P val Ser He He Lys Glu Arg Ala Val Thr Thr Val Val 

Gin Ala Leu Val Ser lie x±e y 6Q 

Ph . lly oxu s« - ^ ^ S " $T PM a" 

f la «. » ~ « - - ™ ^ To" "° Ars as " " P " " 



85 

Arg Ser His Ser Leu Gly 
100 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 2 68: 

(1) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 539 acides amxnes 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : cogent (268500 .. 27 0116) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 268: 

«, ,vs ser He Phe Leu Thr Gly Gly Val Val Ser Ser Leu 

Met Ser Phe Lys Ser lie ^ 15 

1 5 re, Ala Leu Leu Leu Glu Arg Gin 

Gly Lys Gly Leu Thr Ala Ala Ser Leu Ala Leu L ^ 

20 Z p r o Tvr Leu Asn Val Asp 

AS p Leu Lys Val Ala Met Leu Lys Leu Asp Pro Tyr ^ 

Pro G ly T^r Me, Asn Pro Tyr Glu His Gly Olu Val *r Val Thr Asp 
ASP Sy Val Glu Thr Asp Leu Asp Leu Gly His Tyr His Arg Phe Ser 

65 1° ^ ser n e Ala Thr Ser Gly Gin lie Tyr 

Ser Val Gin Leu Ser Lys Tyr Ser He aj ^ 

85 „ riu Phe Leu Gly Ser Thr 

Ttor L.ys Val Leu Thr Lys Glu Arg Asn Gly Glu Phe L 

10° Tin Tie Asn Val He Gin 

Val Gin Val He Pro His Val Thr Asn Glu He He Asn 

115 „ t-,^ t**i He Val Glu He Gly 

ser cys Ala Asp His His Lys Pro Asp lie Leu lie V 

130 
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Gly Thr 


He 


Gly 


Asp 


l le 


(j»1U 


Ser 


Leu 


Pro 


rne 


Leu 


pin 


nld 


V d JL 


nl y 


145 




















1 j j 










i fin 


Gin 


Phe 


Arg 


Cys 


Glu 


His 


Pro 




Asp 


Cys 


Leu 






ri is 


i v ie u 


111 I. 










1 /re 

1DJ 










J. / u 














Tyr 


Val 


Pro 


Tyr 


Leu 


Arg 


"A "1 — . 

Ala 


Ala 


Lys 


1U 


lie 


Lys 


inr 


Lys 


Pro 


rp"U > - 

inr 






180 










1 Q C 

lob 










i on 
1 y u 






Gin 


His 


Ser 


Val 


Gin 


Asn 


Leu 


Arg 


Ser 


Ti- 
lls 


Giy 


lie 


Ser 


Pro 


Asp 


vai 






195 










*"> n a 
ZUU 


















lie 


Leu 


Cys 


Arg 


Ser 


Glu 


Ala 


Pro 


Leu 


Ser 


Thr 


Glu 


vai 


Lys 


Arg 


Lys 




210 










Z 1 b 










zzv 










lie 


Ser 


Leu 


Phe 


Cys 


Asn 


Val 


Pro 


Glu 


HIS 


Ala 


val 


irne 


Asn 


Ala 


lie 


225 






























Z ft u 


Asp 


Leu 


Glu 


Arg 


Ser 


lie 


Tyr 


Glu 




Pro 


Leu 


Leu 


Leu 


Ala 


Lys 


Ij-LU 








245 










250 










Z bb 




Asn 


lie 


Ser 


Asp 


Phe 


Leu 


Leu 


Asn 


Lys 


Leu 


Gly 


Phe 


Ser 


Pro 


Lys 


Pro 








260 










**■> c c 
2 65 










Z 1 u 






Leu 


Asp 


Leu 


Ser 


Asp 


Trp 


Gin 


Asp 


Leu 


Val 


Glu 


Ala 


Leu 


Cys 


Asp 


Lys 






275 










o o n 

ZoU 










.zoo 








Glu 


Arg 


Gin 


His 


Val 


Arg 


He 


Gly 


Leu 


Val 


Gly 


Lys 


Tyr 


Leu 




riis 




290 










29 5 










*3 n n 










Lys 


Asp 


Ala 


Tyr 


Lys 


Ser 


Val 


Phe 


Glu 


Ala 


Leu 


pne 


T_T -5 c. 

HIS 


Ala 


Ser 


Val 


305 








310 










Jib 












Pro 


Ala 


Asn 


Cys 


Ser 


Leu 


Glu 


Leu 


Val 


Pro 


lie 


Ala 


Pro 


Glu 


Ser 


/"•"In 
blU 










325 










T "3 A 










335 




Asp 


Leu 


Leu 


Glu 


Gin 


Leu 


Ser 


Gin 


Cys 


Asp 


Gly 


Cys 


Leu 


He 


Pro 


vjiy 






340 










"3 A C. 










350 






Gly 


Phe 


Gly Thr 


Arg 


Ser 


Trp 


Glu 


Gly 


Lys 


He 


Ser 


Ala 


Ala 


Arg 


Tyr 






355 










~3 r~ r\ 










"3 ^ C 
Job 








Cys 


Arg 


Glu 


Gin 


Asn 


He 


Pro 


Cys 


Pne 


Gly 


lie 


Cys 


Leu 


Gly Met 




370 










37 5 










"j q n 










Ala 


Leu 


Val 


Val 


Glu 


Tyr 


Ala 


Arg 


Asn 


Val 


Leu 


Asp 


Lys 


Pro 


Leu 


Ala 


385 










3 90 










■j o c 

j y b 










/inn 
41 u u 


Asn 


Ser 


Met 


Glu 


Met 


Asn 


Pro 


Glu 


Thr 


Pro 


Asp 


Pro 


val 


Val 


Cys 












405 










410 










415 




Met 


Glu 


Gly Gin 


Asp 


Ser 


Val 


Val 


Lys 


Gly 


Gly 


Thr 


Met 


Arg 


Leu 


Gly 








420 










425 










430 






Ala 


Tyr 


Pro 


Cys 


Arg 


He 


Ala 


Pro 


Gly 


Ser 


Leu 


Ala 


Ser 


Ala 


Ala 


Tyr 






435 










440 










A A C 

44b 








Lys 


Thr 


Asp 


Leu 


Val 


Gin 


Glu 


Arg 


His 


Arg 


His 


Arg 


Tyr 


Glu 


Val 


Asn 




450 










/ICC 




















Pro 


Ser 


Tyr 


He 


Glu 


Arg 


Leu 


Glu 


Glu 


His 


Gly 


Leu 


Lys 


He 


Ala 


Gly 


465 








470 










475 










480 


Val 


Cys 


Pro 


Leu 


Gly 


Glu 


Leu 


Cys 


Glu 


He 


Val 


GlU 


He 


Pro 


Asn 


His 








485 










490 










495 




Arg 


Trp 


Met 


Leu 


Gly 


Val 


Gin 


Phe 


His 


Pro 


Glu 


Phe 


Leu 


Ser 


Lys 


Leu 






500 










505 










510 






Ala 


Lys 


Pro 


His 


Pro 


Leu 


Phe 


He 


Glu 


Phe 


He 


Arg 


Ala 


Ala 


Lys 


Ala 




515 










520 










525 








Tyr 


Ser 


Leu 


Glu 


Lys 


Ala 


Asn 


His 


Glu 


His 


Arg 













530 535 



(2) INFORMATIONS POUR LA SEQ ID NO: 269: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 254 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineair e 
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(iii) HYPOTHETIQUE: oui 

( t Glv He Leu Pro Ser Arg 

Met Phe Ala Phe Leu Thr Ser Lys Lys Val ,S 
1 , ser ser Lg P^e Pro Oly I*. Pro I-u Ala Lys II 

Lys Thr Leu val Gin Arg Ser Tyr 

J 5 Val Val Val Ala Thr Asp Asp Gin Arg He Phe 
Leu Asp Cys Val Val v 6 0 

50 Glv Leu cys Val Met Thr Ser Thr Ser cy 

Val Val Olu P^ Oly Oly Y 75 ^ ^ 

65 „, , Arcr Val Glu Glu Val Val Ser «3 5 

A sn Gly Thr Glu Arg 90 ^ ger pro 

- - ~ s - - ~ :: i : i - - - - - 

ti<=> ASP Gly Leu Val Ser inr 5 
Thr val XI. -P ^ p ^ u ^ a ne Leu 

Asp Met Val Thr Pro Val Thr ^ 

130 „ val Phe Asp Lys Asn Giy j 

Thr Asp His Lys Val Lys Cys ^ 
145 0 _ ti" lle Pro His Asn Phe Lys His re 

£0 phe Lu Ser 

T , His lie Gly Val Tyr Ala Phe Arg y 
Ile ^ Leu His 

olu Tyr Val Lys He Pro Pro Ser ^ 
Glu Gl n Leu Arg Val Leu Glu Tnr Gly Arg Ser le „ 
Val Gin As, Ala Thr Gly Pro Ser Val Asp Tyr P~ Glu A, ^ 
£S Val Glu Gin Tyr Leu Leu Cys Leu Ser Lys Ala Ser 

(2) INFORMATIONS POUR LA SEQ ID NO: 270: 

m CARACTERISTIQUES DE LA SEQUENCE: 

J XuEUR: 141 acides amines 

)' type : acide amine 

( ( D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

, vlil) POSITION DANS LE GENOME: «»,!.. «161. 

DESCRIPTION DE I* SEQUENCE : SEQ ID NO, 270, 
(xl > DESCEIPTI ^ 

« « «» «. » « ^ ph - "* a: " Mn ^ Leu & K . 

^ = w , « s« ^ se, XX. - «- »' - ™ 30 
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Ser 


Glu 


Ala 


Phe 


Ser 


Glu 


Glu 


Gly 


Thr 


Ser 


Gly 


Phe 


Leu 


Gly 


Arg 


Met 






35 










40 










45 








Lys 


Ser 


Trp 


lie 


Leu 


Lys 


Asp 


Lys 


Thr 


He 


Leu 


Ser 


Thr 


Thr 


Glu 


Glu 




b(J 










_) _> 










o u 










Ser 


Gin 


Thr 


Ser 


Ala 


He 


Glu 


Lys 


Val 


Ser 


Asp 


Leu 


Leu 


Ser 


Trp 


Lys 


65 










70 










75 










80 


Arg 


Tyr 


Asp 


Tyr 


Thr 


Gin 


Glu 


Ser 


Gly 


Phe 


Ala 


He 


Gin 


Phe 


Pro 


Glu 










85 










90 










95 




Ser 


Pro 


Glu 


His 


Ser 


Glu 


Gin 


Val 


He 


Glu 


Val 


Pro 


Gin 


Ser 


Asp 


Leu 








100 










105 










110 






Ala 


lie 


Arg 


Tyr 


Asp 


Thr 


Tyr 


Val 


Ala 


Glu 


Thr 


Pro 


Ser 


Asp 


Ser 


Thr 






115 










120 










125 








Val 


Tyr 


Val 


Val 


Ser 


Val 


Leu 


Gly 


He 


Ser 


Arg 


Glu 


Asn 









130 135 140 



(2) INFORMATIONS POUR LA SEQ ID NO : 271: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 23 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 272219 272932 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 271: 



Phe 


Leu 


Phe 


Arg 


Ser 


Cys 


Phe 


Pro 


Met 


Leu 


Asp 


Val 


Lys 


Ser 


Leu 


Tyr 


1 








5 










10 










15 




Tyr 


Ser 


His 


Ala 


Ser 


His 


Ser 


Val 


Phe 


Glu 


Asp 


Ala 


Ser 


Ala 


Gly 


Phe 








20 










25 










30 






Ala 


Ser 


Gly 


Gin 


He 


Ser 


Met 


Val 


Leu 


Gly 


Ala 


Ser 


Gly 


Ser 


Gly 


Lys 






35 










40 










45 








Thr 


Thr 


Leu 


Phe 


Arg 


He 


He 


Val 


Gly 


Leu 


Leu 


Ser 


Cys 


Ser 


Leu 


Gly 




50 










55- 










60 










Glu 


He 


Leu 


Trp 


Lys 


Gly 


Gin 


Pro 


He 


Gin 


Gin 


Glu 


Gin 


He 


Ala 


Tyr 


65 










70 










75 










80 


Met 


Gin 


Gin 


Lys 


Glu 


Ala 


Leu 


Leu 


Pro 


Trp 


Arg 


Thr 


Val 


Arg 


Lys 


Asn 










85 










90 










95 




He 


Leu 


Leu 


Leu 


Thr 


Glu 


Leu 


Gly 


Ser 


Arg 


Lys 


Gin 


Lys 


Thr 


Thr 


He 








100 










105 










110 






Glu 


Glu 


Glu 


Cys 


Phe 


Tyr 


Asn 


Val 


Val 


His 


Ser 


Phe 


Gly 


Leu 


Ser 


Ser 






115 










120 










125 








Leu 


Leu 


Asp 


Arg 


Phe 


Pro 


Asp 


Glu 


Leu 


Ser 


Gly 


Gly 


Gin 


Arg 


Gin Arg 




130 










135 










140 










Val 


Val 


Phe 


Ala 


Met 


Gin 


Ser 


Leu 


Ser 


Pro 


Lys 


Pro 


He 


Leu 


Leu 


Leu 


145 










150 










155 










160 


Asp 


Glu 


Pro 


Phe 


Thr 


Ser 


Leu 


Asp 


Pro 


He 


Thr 


Lys 


Xaa 


He 


Leu 


Tyr 










165 










170 










175 




Gin 


Asp 


Val 


Lys 


Arg 


Leu 


Ala 


Lys 


Glu 


Glu 


Gly 


Lys 


Thr 


He 


He 


Leu 








180 










185 










190 






Ala 


Ser 


His 


Asp 


Val 


Gin 


Asp 


Cys 


Leu 


Gly 


Val 


Gly 


Glu 


Ala 


Phe 


Phe 






195 










200 










205 








Ala 


He 


Lys 


Asn 


Gin 


Lys 


Leu 


His 


Ser 


He 


Ala 


Leu 


Asn 


Lys 


Glu 


Gin 




210 










215 










220 










Gly 


He 


Ala 


Gly 


Leu 


Leu 


Gin 


Gin 


Met 


Lys 


Asp 


His 


Leu 


Val 
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235 

230 

225 



(2) INFORMATIONS POUR LA SEQ ID NO: 272: 

m cARACTERISTIQOES DE LA SEQUENCE : 

U XuEUR: 235 acides amines 

)o\ TYPE: acide amine 

%\ CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

, ASCRIPTION DE I* SEQUENCE : SEQ ID »° ™ ' 

(XI ) DESCKJ-ri ger 

*«,« Arg Trp Val He Ala Ala Asn Glu Gly 
Arg Thr Arg Asn Arg Trp 1Q 

1 ^ lie Pro Pro Leu Lys Leu Val Gin Ala Ala Arg Pr 

Le u Thr lie Pro ^ ^ ^ ^ Qln 

- - - ~ - - - ^ J g _ ^ _ f eu val P he Phe 
Gly .u lie Arg * ~ £ - ^ ^ ^ ^ ^ 

Ala Met Leu Ala Ala Val Gly 75 ^ 

65 Tlp 1° As n Val Val Phe Leu Ser Glu 

90 ne Ala Leu Leu 

v. tip Leu Pro Gly He Leu Ser Leu Leu Pr 

p " E » ». «- - - ~ s ws Gln Gln 

« « L- M. TrP hs U5 ^ s ^ ^ 

Mg „. «. « cvs «| 0 

130 PT -o Ser Val Lys Gly Leu Val Asn r 

^ L ys ser Gly Ala Pro ^ ^ 

145 _„ ser Gly Phe Ser Lys Arg Phe uy 

170 Mu ^ 

, tvs Pro Ser Leu Leu Tnr uy 

Leu Thr cm «. W „5 phe s „ BU Ile MS 

Ly , TM «. P« »P «» ™ & £ Mp Lys ty3 

195 eor rlu Ser Glu Gln Arg Asp His Asp y 

Glu Gly Leu Tyr Leu Ser Glu 220 

210 mv ^ o^r Pro Lys Gly 

Leu Xaa Xaa Glu Ala Asn Thr Ser Pr y ^ 



230 

225 



(2) INFORMATIONS POUR LA SEQ ID NO: 273, 

, • , CARACTERISTIQUES DE LA SEQUENCE: 

A SSSS5*: 407 acides amines 

PO TYPE: acide amine 

IS CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: complement (273596 .. 274816) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 273: 

Ser Trp Cys Met Glu Lys Asp Phe Leu Glu Asn Val Tyr Arg His Phe 

1 5 10 15 

Arg Tyr Arg Phe Phe Lys Leu Ser lie Leu Pro Ala Leu Leu Gly Leu 

20 25 30 

Trp Leu Phe Phe Thr Pro Asn lie Leu Asn Tyr Leu Asp Ser Ser Val 

35 40 45 

lie Leu Ser Asp Lys lie Cys Gly Val Leu Leu lie Leu Leu Ser Ala 

50 55 60 

Leu Ser Phe Tyr Asn Pro Val lie Leu Gin Leu Gly lie Phe lie Gly 
65 70 75 80 

Leu Trp Val Ser Phe Phe Ser Cys Ser Ser Asp Leu Leu Pro Leu Val 

85 90 95 

Phe Ala His Asp Ser Leu Leu Gly Phe Ala Thr Leu Ala lie lie Phe 

100 105 110 

Leu lie Pro Asn Arg Pro Glu Asp Leu Glu Val Gly Pro Thr lie Pro 

115 120 125 

Glu Thr Cys His Tyr Asn Pro Ser Ser Gly Gly Lys Arg Ala Ala Val 

130 . 135 140 

Leu lie Phe Ala Phe Val Gly Trp Leu Gin Ser Arg Tyr Leu Thr Ser 
145 150 155 160 

Ala Ala Leu Asn lie Ala Asp Ala Asp Thr Ser Cys Ser Leu Phe Phe 

165 170 175 

Ser Ser Thr Leu Met Val lie Tyr Ser Met Leu lie Val Leu Ser Leu 

180 185 190 

Thr Gly Gly Glu Arg Arg Trp' His Thr Gin Pro Lys Val Val Phe lie 

195 200 205 

Thr Ala lie Leu Leu Phe lie Ala lie Gly Leu Thr Leu Ala Ala lie 

210 215 220 

Leu Leu Ser Gin Leu Phe Leu Thr Asn Tyr Glu Gly Val Cys Leu Thr 
225 230 235 240 

Val Ala Pro Val Phe Ser Leu Ala Phe Phe Tyr Asp Glu lie Arg Ala 

245 250 255 

Thr Trp Asn Tyr Leu Ser Gin Asn Tyr Ser Asn Arg Lys Gin Leu Ala 

260 265 270 

lie Thr Ala Phe Tyr Gly Ser Glu Tyr Tyr Lys Glu Ser Leu Phe Trp 

275 280 285 

Glu Glu Arg Ser Val Leu Pro Phe Ser Gin Ala Cys Lys Gin Ala Phe 

290 295 300 

Ala Gly Leu Ser Phe Pro Leu Asn Leu lie Phe Ala Cys lie Phe Ser 
305 310 315 320 

lie Phe Phe Val Gin Leu Asn Val Asn Leu Ser lie Pro Asp Thr Cys 

325 330 335 

Arg Phe Phe Val Asn Ser Ala Cys Trp Phe lie Leu Val Leu Ser lie 

340 345 350 

Phe Ser Phe Ala Glu Ser Leu Arg His Leu Arg Trp Leu Ser Leu Leu 

355 360 365 

Phe Ala Ala Gly lie lie Leu Ser Pro Val lie Phe His Leu Pro Leu 

370 375 380 

Glu Ala Ser Thr Leu Leu Ser lie lie Val Ser Gly lie Ala Phe lie 
385 390 395 400 

He Leu Ser Met Gly Arg Leu 
405 



(2) INFORMATIONS POUR LA SEQ ID NO: 274: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 282 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(vi ii) POSITION DANS LE GENOME : 274821 .. 275666 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 274: 
L eu ser Phe Leu Thr His Lys Lys Ser Glu Arg Lys Glu Lys Val Phe 
Pne Asn Lys Glu La Ser Phe He Ser Ala Arg Lys Arg Phe Arg Phe 
Ph e Tyr Phe Cys Leu He Ser lie Leu Asn Gly Arg Met Asp Thr Arg 
Thr Pro Leu Arg Lys Lys He Leu lie He Ser Thr Ala Leu Gly Phe 
Val Leu cys Val Gly Leu Met He His Thr Lys Arg Ser He Met Pro 
Ho Lys Thr His He Pro Thr Thr Ala Lys Tyr Phe Pro Thr lie Gly 
Asp Pro Tyr Ala Pro He Asn He Thr Val Phe Glu Glu Pro Ser Cys 
ser Ala Cys "lu Glu Phe Ser Ser Glu Val Phe Pro Leu He Lys Lys 

• III asp Thr Gly Glu Ala Ser Leu Thr Leu Val Pro Val Cys 

His Phe Val Asp inr ^J-y ^ 14Q 

130 xT *i a aia Gin Ala Leu Leu Cys Val Tyr 

Phe lie Arg Gly Ser Met Pro Ala Ala Gin Ala i, ^ 

til His A.p Pro Lys W Pro Asp Pro Glu *la Tyr „.t Glu Tyr Ph. 

„ is «, Xi. Leu ^ Tyr ,ys Lys Thr Lys oiy Ser His Trp Aia Thr 

«. Glu val L.u Ma Lys Leu *la Glu Lys II. «. Thr His ser oiy 

*r 3 Ola lie ». Pro Lys Gly L.u lie am cy. lie « Ser Gin «« 

Ph. Sr Oiu ai„ L.u Lys Lys » « .1. W| «Y «r Gin II. £t 

SS Oiy Gin » ,1. Sr Pro Thr Al* Val val Gly W Tyr L.u U. 

Glu «p Pro Thr £ W Glu II. Glu «. val II. Thr Gin Leu « 

260 26 = , 

His Leu Gin Ala He Glu Glu Glu Val Arg 
275 280 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 529 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME : complement ( 27 6103 277 68 9 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 275: 

Met His His Arg Lys Phe Leu Ala Val Ser lie Ala Phe Val Ser Leu 

15 10 15 

Ala Phe Gly Leu Thr Ser Cys Tyr His Gin Lys Glu Glu Pro Lys Asp 

20 25 30 

Val Leu Arg lie Ala lie Cys His Asp Pro Met Ser Leu Asp Pro Arg 

35 40 45 

Gin Val Phe Leu Ser Lys Asp Val Ser lie Val Lys Ala Leu Tyr Glu 

50 55 60 

Gly Leu Val Arg Glu Lys Glu Ala Ala Phe Gin Leu Ala Leu Ala Glu 
65 70 75 80 

Arg Tyr His Gin Ser Asp Asp Gly Cys Val Tyr Thr Phe Phe Leu Lys 

85 90 95 

Asn Thr Phe Trp Ser Asn Gly Asp Val Val Thr Ala Tyr Asp Phe Glu 

100 105 110 

Glu Ser lie Lys Gin lie Tyr Phe Arg Glu lie Asp Asn Pro Ser Leu 

115 120 125 

Arg Ser Leu Ala Leu lie Lys Asn Ser His Ala Val Leu Thr Gly Ala 

130 135 140 

Leu Pro Val Glu Asp Leu Gly Val Arg Ala Leu Asn Ala Lys Ser Leu 
145 150 155 160 

Glu lie Val Leu Glu Asn Pro Phe Pro Tyr Phe Leu Glu lie Leu Ala 

165 170 175 

His Pro Val Phe Tyr Pro Val His Thr Ser Leu Arg Glu Tyr Tyr Lys 

180 185 190 

Asp Lys Arg Asn Lys Arg Val Phe Pro Met lie Ser Asn Gly Pro Phe 

195 200 205 

Ala lie Gin Cys Tyr Glu Pro Gin Arg Tyr Leu Leu lie Asn Lys Asn 

210 215 220 

Pro Leu Tyr His Ala Lys His Asp Val Leu Leu Asn Ser Val Cys Leu 
225 230 235 240 

Gin lie Val Pro Asp lie His Thr Ala Met Gin Leu Phe Gin Lys Asn 

245 250 255 

His lie Asp Leu Val Gly Leu Pro Trp Ser Ser Ser Phe Ser Leu Glu 

260 265 270 

Glu Gin Arg Asn Leu Pro Arg Glu Lys Leu Phe Asp Tyr Pro Val Leu 

275 280 285 

Ser Cys Ser Val Leu Phe Cys Asn lie His Gin Thr Pro Leu Asn Asn 

290 295 300 

Pro Ser Leu Arg Thr Ala Leu Ser Leu Ala lie Asn Arg Glu Thr Leu 
305 310 315 320 

Leu Lys Leu Ala Gly Lys Gly Cys Ser Ala Thr Ser Phe Val His Pro 

325 330 335 

Gin Leu Ser Gin lie Pro Ala Thr Thr Leu Ser Gin Asp Glu Arg lie 

340 345 350 

Ala Leu Ala Lys Gly Tyr Leu Thr Glu Ala Leu Lys Thr Leu Ser Gin 

355 360 365 

Glu Asp Leu Glu Lys lie Thr Leu lie Tyr Pro lie Glu Ser Val Cys 

370 375 380 

Leu Arg Ala Val Val Gin Glu lie Arg Gin Gin Leu Phe Asp Val Leu 
385 390 395 400 

Gly Phe Lys lie Ser Thr Leu Gly Leu Glu Tyr His Cys Phe Leu Asp 

405 410 415 

Lys Arg Ser Arg Gly Glu Phe Ser Leu Ala Thr Gly Asn Trp lie Ala 
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425 430 



ASP Tyr His "in Ala Ser Ma Phe Leu Ser Val Leu Gly -n oly Thr 
Arg Tyr Lys Asp Phe oin Leu II. - Trp OXn Asn Oin Lys ^ Thr 

450 4 ti r-i^ ni„ cpr Ser Asp Leu Gin Leu 

Asn He Val Ala Gin Leu Leu lie Gin Glu Ser Ser P ^ 

£ 5 t Ala Glu Gin Leu ill Leu Lys Glu Ser Pro Leu He Pro Leu I*r 
His Leu Asp Tyr Val T*r Ala Lys Gin Pro Arg Val Ser Asp Leu Gin 
Thr ser Ser Leu Gly Glu Xle Asp Leu Lys Ar g Val Ser Leu Ala Glu 
515 b ^ u 



Gly 



(2) INFORMATIONS POUR LA SEQ ID NO: 27 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 183 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(v iii) POSITION DANS LE GENOME: 278268 .. 278816 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 276: 
Xle lie Thr Thr Leu Phe Val Lys Thr Ser Met Phe Phe Leu Ala Lys 
Arg Leu Val Gin Leu Asn Lys Asn Pro Phe Leu Leu Lys Lys Phe Ser 
G lu Thr Thr Val Leu Phe lie Phe Glu Arg Gin Leu Lys Met Trp Glu 
Gly Tyr ser lie Asp Glu Asn Asn Tyr He Ser Asp Tyr Asn Met Glu 
Phe Gly Arg Pro Leu Leu Gin Lys Leu Ala Asn Pro Val Cys Lys Ala 
feu Leu Gin Lys Gin Leu Glu Ala Glu Gin Ala Met Thr Leu Ser Asn 
Oin Val Thr Val Gly Asp lie Val Leu Met Arg Ser Pro lie Phe Glu 
Lys ser Val Leu Leu Glu Ala Leu He Asn Glu He lie Tyr Gin Glu 
ser Leu Phe Leu Phe Lys Lys Pro Glu Asn Cys Jjr Met Ser Glu Asp 
Olu HI Arg Ala Arg cys Tr Arg Asn Leu Val Glu Asp Leu Phe Asp 
SS Leu Met Asn Leu Trp Val Gin He Lys Leu He Lys Gly Tyr Asp 



165 

Ser Met Gin Asp Tyr Gin Glu 
180 

(2) INFORMATIONS POUR LA SEQ ID NO: 277: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 253 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 279013 279771 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 277: 



Met 


Ser 


Lys 


Leu 


xnr 




vax 




Lys 




Thr 


Lys 


Pro 


Cys 


He 


Glv 


1 
















10 










15 




Tyr 


Leu 


Thr 


TV T 

Ala 


Cjiy 


Asp 


biy 


pi \r 

L»iy 


111 1 


Cor 

O fc: L. 


ryr 


Thr 


He 


Glu 


Ala 


Ala 


























30 






Lys 


Ala 


Leu 


lie 




Caiy 


bly 


Val 


Asp 


T1 p 
lie 






LeU'' 


Gly 


Phe 


Pro 




35 










40 










45 








Phe 


Ser 
50 


Asp 


Pro 


vai 


Ala 


Asp 


Asn 


Pro 




lie 


V7111 

fin 


Val 


Ser 


His 


Asp 


Arg 


Ala 


Leu 


Ala 


Glu 


Asn 


Leu 


Thr 


Ser 


blU 


r P'h*r 
i in 


Leu 


Leu 


Glu 


He 


Val 


65 










70 










75 










80 


GlU 


Gly 


He 


Arg 


Ala 


rue 


Asn 


pin 
bin 


bill 


val 


DrA 




Tie* 

lie 


Leu 


A y ** 


Ser 








85 










90 










95 




Tyr 


Tyr 


Asn 


Pro 


Leu 


Leu 


Gin 


Arg 


Asp 


Leu 


Asp 


Tyr 


Leu 


Arg 


Arg 


Leu 




100 










105 










110 






Lys 


Asp 


Ala 


Gly 


He 


Asn 


Gly 


Val 


Cys 


Val 


He 


Asp 


Leu 


Pro 


Ala 


Pro 




115 










120 










125 








Leu 


Ser 
130 


His 


Gly 


Glu 


Lys 


Ser 
135 


Pro 


Phe 


Phe 


Glu 


Asp 
140 


Leu 


Leu 


Ala 


Val 


Gly 


Leu 


Asp 


Pro 


He 


Leu 


Leu 


He 


Ser 


Ala 


Gly 


Thr 


Thr 


Pro 


Glu 


Arg 


145 








150 










155 










160 


Met 


Ser 


Leu 


He 


Gin 
165 


Glu 


Tyr 


Ala 


Arg 


Gly 
170 


Phe 


Leu 


Tyr 


Tyr 


He 
175 


Pro 


Tyr 


Glu 


Ala 


Thr 


Arg 


Asp 


Ser 


Glu 


Val 


Gly 


He 


Lys 


Glu 


Glu 


Phe 


Arg 






180 










185 










190 






Lys 


Val 


Arg 


GlU 


His 


Phe 


Asp 


Leu 


Pro 


He 


Val 


Asp 


Arg 


Arg 


Asp 


He 




195 










200 










205 








Cys 


Asp 
210 


Lys 


Lys 


Glu 


Ala 


Ala 
215 


His 


Val 


Leu 


Asn 


Tyr 
220 


Ser 


Asp 


Gly 


Phe 


He 


Val 


Lys 


Thr 


Ala 


Phe 


Val 


His 


Gin 


Thr 


Thr 


Met 


Asp 


Ser 


Ser 


Val 


225 








230 










235 










240 


Glu 


Thr 


Leu 


Thr 


Ala 
245 


Leu 


Ala 


Gin 


Thr 


Val 
250 


He 


Pro 


Gly 









(2) INFORMATIONS POUR LA SEQ ID NO: 278: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 337 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement (2797 67 280777 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 278: 
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L.u Lys L.u Arg He Leu Leu Gly He «P "V Pro Arg v.! Ph. 

L.u Lys Arg Glu Lp Leu L.u Hi, Thr Gly Ala His Ly, L.u Asn A,n 
Al, Leu Gly "in cys L.u Leu Ala Ly, Tyr ,.u Gly Ly, Thr Ar, Val 
V,! XI. Glu Thr Gly Al. «n» am His Gly val Ala Thr Ala Thr Ala 
cy. Ala Tyr Leu oly Leu Asp cys val Val Tyr «.t aly Ala Lys Asp 
Si Glu Arg Qln Lys «o Asn Val Ola Lys Met Arg Ph. L.u Gly Al, 
01U val Val Ser Val Thr Lys Gly ser Cys Gly Leu Lys Asp Ala Val 
A,„ Gin Ala 111 Gin Asp Trp Al, Thr Thr His s.r Ph. Thr His Tyr 
cys L.u "ly ser Ala L.u oly Pro L.u Pro Tyr Pro Asp lie val Arg 
Phe Ph. Gl„ S.r val He s« Ala olu Val Ly, Glu Gin IX. His Ala 
J£ Ala Gly Arg Asp III Asp He Leu lie Ala Cys He Gly Gly Gly 
ser »,„ Ala II. "ly Ph. Ph. His Hi. Ph. H. Pro A,„ Pro Lys val 
Glu Leu II. Ill val Olu Oly Gly Oly L.u oly He ser s.r oly Lys 
His A!. Ill Arg Ph. Ala Thr oly Arg Pro Gly val Phe His oly Ph. 
Tyr III Tyr L.u L.u Gin A,p Asp Asp Gly Gin val Leu Gin Thr Hi. 
Ill II. ser Ala Gly III A.p Tyr Pro s.r val Gly Pro Asp Hi. Ala 
Olu M .t Hi, Glu sfr Oly Arg Ala Ph. Tyr Thr L.u Al. Thr Asp Glu 
Olu Al, Leu III Al. Ph. Phe L.u L.u Thr Arg A,n olu Gly II. II. 
Pro Ala Leu Glu ser Ser His Al. L.u Al, His Leu Val S.r II. Al, 
m III Leu Pro Lys Glu III II. Val He Val Asn Leu Ser Gly Arg 
III „ Lys A,p Leu III Gin He II. Arg Arg Asn Arg Oly lie Tyr 



GlU 



(2) INFORMATIONS POUR LA SEQ ID NO : 27 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 103 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 281295 . . 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 279: 





±y j. 


Seir 


lie 


Thr 


Lys 


Arg 


Cvs 


Asp 


Met 


Lys 


Asn 


Gin 


Glu 


Glu 


Ser 


1 








5 










10 










15 




Gly 


Trp 


Gin 


Ala 


Phe 


Leu 


Thr 


Leu 


Cys 


Ser 


Lys 


Met 


Gin 


Lys 


Glu 


Lys 








20 










25 










30 






Phe 


Leu 


Gin 


Asp 


Leu 


Phe 


Ser 


Leu 


Phe 


Leu 


Ser 


Phe 


Gly 


Glu 


Arg 


Lys 






35 










40 










45 








Asp 


Val 


Ala 


Ser 


Arg 


Tyr 


His 


He 


He 


Arg 


Ala 


Leu 


Leu 


Glu 


Gly 


Glu 




50 










55 










60 










Leu 


Thr 


Gin 


Arg 


Glu 


He 


Ala 


Glu 


Lys 


Tyr 


Gly 


Val 


Ser 


He 


Ala 


Gin 


65 










70 










75 










80 


lie 


Thr 


Arg 


Gly 


Ser 


Asn 


Ala 


Leu 


Lys 


Gly 


Ser 


Asp 


Pro 


Gin 


Phe 


Lys 










85 










90 










95 




Glu 


Phe 


Leu 


Gin 


Lys 


Glu 


He 





















100 



(2) INFORMATIONS POUR LA SEQ ID NO: 280: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 106 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (281787 282104 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 280: 



Leu 


Pro 


Ser 


Glu 


Ala 


Cys 


Met 


Ser 


Leu 


Asp 


Thr 


Ala 


Gly 


Lys 


Pro 


His 


1 








5 










10 










15 




Trp 


Lys 


He 


Pro 


Glu 


Gly 


Phe 


Leu 


Gin 


Phe 


Ala 


Phe 


Ala 


Tyr 


Tyr 


Arg 








20 










25 










30 






Ser 


Trp 


Val 


Glu 


His 


Trp 


Val 


Lys 


Lys 


Ser 


Leu 


Arg 


Arg 


Gly 


Ser 


Leu 






35 










40 










45 








He 


Gin 


Leu 


Pro 


Ala 


Arg 


Ser 


He 


Gin 


Val 


Ser 


Leu 


He 


Thr 


Thr 


Gin 




50 










55 










60 










Thr 


Gly 


Tyr 


Phe 


Ala 


Arg 


Gin 


Asn 


Arg 


Arg 


Gly 


Gly 


Phe 


Gin 


Val 


Phe 


65 










70 










75 










80 


Tyr 


Ser 


He 


Tyr 


Gly 


Leu 


Glu 


Gly 


Lys 


Val 


Gin 


Pro 


His 


Gin 


Ala 


Pro 










85 










90 










95 




Gly Asp 


Met 


Leu 


Cys 


Asp 


He 


Thr 


Glu 


Asp 















100 105 



(2) INFORMATIONS POUR LA SEQ ID NO: 281: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 514 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (282794 28433 5 ) 
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(xi ) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 281: 

Ser olu Oly -u Glu Met Phe Val Ser Phe Asp Lys Ser Arg Cys Arg 

La Asp Val Pro Asp Phe Phe Olu Arg Thr Cly Asn Phe Leu Leu His 

Cys val Ala Arg oly He Asn Val Leu Tyr Arg Val Lys Gin He Pro 

Asn Tyr Pro Ser Cys Tyr Phe Ser His Lys Olu lie Ser Cys Cys Arg 

Arg Tie Ala Asn He Val He Cys lie Leu Thr Oly Pro Leu Met Leu 

tlu Ala Thr val Leu lly Leu Leu Ala Tyr Arg Phe Ser Ser Thr Tyr 

oln Thr ser Leu En olu Arg Phe Arg Tyr Lys Tyr Olu Gin Lys oln 

A la Leu Asp £u Tyr Arg Asp Arg Olu Olu Lys Val lie T*r Leu Oln 

Lys Pne Cys Arg Oly Phe Leu Val Arg Asn His Leu Leu Asn Oln Olu 

Thr III Thr Thr Cys Lys "in Trp Oly Oln Lys Leu Leu Olu Oly Olu 

lyl Pfce Pro Arg Val III Olu Oly Arg Ser Leu Val ^r lie Ser Lys 

Oln Phe Pro Ser III Val Olu Asn Phe Leu Phe Olu Olu Lys Leu Pro 

Val ser Arg He Ser Val Asp Ser Met Cys Leu Tyr Lys Olu Asn Pro 

, IV olu Ala lie Lys olu Leu Leu Phe Leu Phe Lys Olu 

Gin Ala Phe Asp Glu Ala uy ^ Q 

val Si Phe «, »P P*« -1 val Glu Thr Glu s.r Pro Thr » -P 
p£ Pro Leu Ala Val Lys val His Ash Tyr Trp Val Cys Pro Ar ? Tyr 
Asp A,„ L.u Pro L.u P„ He Gin Glu Oly Lys Asp oly « Pro olu 
Oly Ar g n. IS Leu val * Leu Olu Thr Phe s.r Trp S.r Pro His 
Pro cys Pro val olu olu Leu ,1a v.! M.t Ph. Pro Mat s.r Lys o!u 
Le „ L.u M.t Thr Olu ,1. £ Lys Leu ««- £ *» «- « ^ £„ 
Glu val Oln Ar g S.r V.l Olu Lys oly «J Al, Pb. ». Olu Hi. M.t 
.eu Oly His Pro S Pha cys s.r oln Ly. s.r Val Thr Pro L.u Ar g 
Asn cy. Ala Pro Tyr L.u His Leu Olu Val Trp «. Ph. s.r Leu Lys 
,1. Ph. Up 11. L.u Lys Ala Al, XL W Leu Asn oly Aia Leu Asn 
v,l L.u Leu S.r Pro Asp lie Arg olu Ar g L.u s.r Al, H. S.r Asp 

385 390 _ „, . ra1 nit-.Y' Ser Ser Leu Leu Glu 

Lys Gin Trp Leu Ala He Ser Ser Gin Val Thr Ser ^ 

Oln val ser Thr Asn He Tyr Gin Ser His Thr Glu Olu Ala Lys Arg 
val Asn Ser Ser oly Thr Phe He Met Cys Arg ser Pro He Phe Arg 
435 440 
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Lys Ser lie Phe 
450 

Gin Leu Leu Pro 
465 

Cys Leu Arg Ala 

Ser Tyr Asp Ser 
500 

Arg Tyr 



lie Lys Asn Leu 
455 

GlU Glu Lys Glu 
470 

Val Met Glu Glu 
485 

Met Asp Asp Phe 



Pro Glu Leu Leu 
460 

lie Ser Glu Ala 
475 

Leu Val Ala Thr 
490 

Phe Glu Gly Gin 
505 



Asn Lys Lys Leu 

Leu Ala Ser Leu 
480 

Gly Asn lie Tyr 
495 

Tyr Cys Arg lie 
510 



(2) INFORMATIONS POUR LA SEQ ID NO: 282: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 112 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lin<§aire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 2844 60 2847 9 5 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 282: 



Lys 


He 


His 


Lys 


Lys 


He 


Lys 


Lys 


Cys 


Leu 


Thr 


Thr 


Thr 


Leu 


Leu 


Pro 


1 








5 










10 










15 




Asn 


Leu 


Phe 


Ser 
20 


Leu 


Phe 


Thr 


Asn 


Arg 
25 


Asn 


Arg 


Glu 


Thr 


Leu 
30 


Met 


He 


Val 


Thr 


Phe 
35 


Asp 


Lys 


Tyr 


Leu 


Ala 
40 


Pro 


Glu 


Leu 


Gly 


Pro 
45 


Asp 


Pro 


Leu 


Glu 


Arg 
50 


Leu 


Gly 


Asn 


Val 


Leu 
55 


Leu 


Tyr 


Pro 


He 


He 
60 


Arg 


Gly 


Phe 


Gly 


Ser 


Leu 


Val 


Ser 


Val 


Lys 


Thr 


Leu 


Gly 


GlU 


Lys 


Arg 


Phe 


Leu 


Cys 


Phe 


65 










70 










75 










80 


Ser 


Asp 


Lys 


Val 


Val 
85 


Ser 


Leu 


Cys 


Val 


Asn 
90 


Ala 


Phe 


Phe 


Val 


Trp 
95 


Tyr 


Ala 


He 


Phe 


Ser 
100 


Gin 


His 


Leu 


Leu 


Arg 
105 


Val 


Cys 


Ser 


Leu 


Cys 
110 


Glu 


Gly 



(2) INFORMATIONS POUR LA SEQ ID NO: 283: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 286 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 2 84817 285 674 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 283: 

Arg Pro He Lys Leu His Glu Leu Phe Leu He Val Leu Leu Lys Arg 

15 10 15 

Glu Thr Arg Leu Arg Ser Leu Ser Lys Asn Asn Ala Pro Pro Leu Ser 
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25 30 



L.u Tyr Lys A°„ II. Tyr VI Al. Ar g W — ^ « iSP 
„U P». « Ly= Tyr Ar g »r Tl. cys Asp Ala II. M«t Ola oly As„ 
L,u «u a.„ il. «« Ph. £. Asp Lys Thr oly olu « V.1 Tyr s« 
Lys ol» L.u Pro 1L V.1 L.u Ph. Lys Ar g II. Oly ol„ W- Asu 

A l. ,ys «b Ar g v,l L.u Asn Asu II. 1. L.u As„ Al. Tyr — Al. 

Ly, Thr oly Asp Ol, L.u ol„ V.1 L.u s.r Al. J- Thr *. Lys 

ASP p„. i£ ii. oi« »p ». «• »- «y «■ "* L,u A5P 

Leu \ll Ala Tyr Ar g L.u "s„ P.. s.r «« Asp Ar S Al. v.1 Lys 
£ L.» cys Lys ,.u III s.r Ph. Tyr HI. cys Pro A,p L.u Ph. v.1 
Lys s.r oly Asp « L.u W asp s.r Pro Hi. s.r Lys L.U L.u « 
oly Ph. Lys c'lu Asu Asu olu s.r L.u Al. Ala olu s.r Ala Thr Leu 
Olu Pt o III L.u Tyr L.u Thr oly II. Cl„ cys II. L.u olu ol« Pro 
Tur III Asp L.u Olu Al. Lys L.u s.r « ~ »• «° " iS 
Sr Leu II. ol„ cl„ o" L.u ser Ly, L.u Ar, val s.r Lys pro Lys 
v.1 Olu Al. s.r ly, Olu Pro Thr Pro Pro s.r Thr Tyr Asp Olu Ar g 

Leu Lys s.r III Pro Pro Thr Olu H.t Olu Asn Ph. Tyr Asp 

275 280 

(2) INFORMATIONS POUR LA SEQ ID NO : 284: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 167 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 285637 .. 286137 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 284: 

Lys Ala Leu Pro Leu Gin Lys Trp Lys lie Pfce Met Tnr olu Cln Pro 

Hi- Ar 9 Leu ser Glu Olu Ala Arg Ser He Ala Asn olu Ala Lys Glu 

^ L eu Leu Lys Leu Asn Asp Lys Pro Glu Leu Ser Ar 9 Pro Tyr Leu 

Val Lys "ly Pne L eu Ser Lys fie Ser Arg Oly II. Ser Asp Lys Glu 

50 I 55 A , TlQ Val ser Leu Leu Gly Tyr 

Ala Ala Ser Lys Phe Ser Lys Ala He Val Tnr ser qq 

65 70 
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Leu Trp Asn His lie Leu Gin Asn 
85 

Ala Arg Asp Leu Glu Ala His Ser 
100 

Leu Ala Leu Cys Lys Tyr Phe Ala 
115 120 
Ser Ser Ser Thr Gin Glu Glu Glu 

130 135 
Lys Glu Met Phe Ser Ser Leu Tyr 
145 150 
Ser Glu Asp Met lie Phe Gin 
165 



Lys Glu Arg lie Leu Ser Ala Asp 

90 95 
Ala Leu Leu Asp Thr Lys Glu lie 
105 110 
lie Asn Arg Cys Thr Trp Leu Ser 
125 

Asn Leu lie Cys Gin Asp lie Ala 
140 

Met Leu Leu Trp Asn Asn Ser Gly 
155 160 



(2) INFORMATIONS POUR LA SEQ ID NO: 285: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 107 acides amines 

(B) TYPE: acide amin6 

< D) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 2863 57 286677 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 285: 



Ser 


Lys 


Thr 


Phe 


Arg 


Arg 


Arg 


Lys 


Lys 


Ser 


Phe 


Phe 


Phe 


Ser 


Met 


Ser 


1 








5 










10 










15 




Val 


Asn 


Arg 


Asn 
20 


His 


Asn 


Asn 


Phe 


Pro 
25 


Pro 


Tyr 


Gly 


Glu 


Asn 
30 


Glu 


Thr 


Pro 


Pro 


Pro 
35 


Glu 


Ser 


Gin 


Pro 


Thr 
40 


Asp 


Gly 


Pro 


Glu 


Asp 
45 


Pro 


Ser 


Met 


Gin 


Gly 
50 


Ala 


Tyr 


Tyr 


He 


Ala 
55 


Pro 


Glu 


Asp 


Leu 


Pro 
60 


Gin 


His 


Gin 


Leu 


Ala 


Ala 


Ala 


Val 


Glu 


Gly 


Leu 


His 


He 


Gly 


Ser 


Thr 


Leu 


Asn 


Pro 


Thr 


65 










70 










75 










80 


Ala 


Pro 


Glu 


Phe 


Thr 
85 


Pro 


Gly 


Ala 


Val 


Ser 
90 


His 


His 


Phe 


Glu 


Thr 
95 


Phe 


Thr 


Pro 


Ser 


Phe 
100 


Pro 


Pro 


Ala 


Pro 


Gin 
105 


Gin 


Pro 













(2) INFORMATIONS POUR LA SEQ ID NO: 286: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 34 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 286852 287898 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 286: 

Pro Gin Ala Thr Ala Arg Asp Arg Gly Asp Leu Glu Lys Glu Ala Asn 
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10 15 



c 1U 

Ln Thr Asn s.r Ph. Al. T Oln ,1, .1. 01» Thr Thr Pro .« « 

Ile s« « S. »- - «" ?• Gly Glu S" Leu Ph * s " 

35 r Til a Tie Leu Gin Ala lie Lys 

Thr Ola Set oly Pro s.r Pro wu W Al. «■ ^ 

oln 11, W s His .1. W II. »• ^ »• * "* SM S5" 

£u He Al. Al. Al. « — «- »" ^ ^ fs 3 "* 

85 ~ , la cin Lvs Pro Leu Phe Asp lie 

His Tyr Asn lie Asn Thr Ser Ala Ala Gin Ly ^ 

100 „w tw, Ala Thr Asn Gin Ala Arg Leu His Cys Lys 
Leu Thr Cys Lys Phe Lys Ala Thr Asn ^ 

t, III Val Asp Gly Ser Leu Val He Thr Oly Ser Ala Asn Phe 

Asn He Val Val Asp * 140 

s.r asp ,1. Ala P*. «r U -P XL « ~ " e S! 

3£ Pro ser „ Oly "in «. Val val s.r oln oln =« oly Trp II. 

Thr oly Oly s.r o£ «= H- »» *£ ~ "» ^ ST. " 
Hi. Oln Oly val Asp olu val v.l ,y I- -1 oln s.r ,1a Val 
Thr n . £ val ,1. « « val « ser Hi, OU, olu V.l « His 
A l. L eu Hi. oln Al. Ala oln «. oly Val olu val Thr V.l «» val 

225 r 5?!! v»l Leu Phe Tyr Ala Leu Gin Asp Leu Asn 

Asn Pro His Asn Lys Ala Val Leu Phe ry^ 255 

s.r L ys val Lys Leu «, Asp Va! Val val olu Olu Asn >>; ~ - 
„i. cys Ly. va°i Oly L.u He Asp Thr Asn « - »J * ^ 
,1a Asn £p ™ v,l Ar, Oly Leu ol„ Tyr Asn I J. olu A»P « 
Ph. Ill His 01„ Pro Thr Pro s.r Oln L.u s.r ,1a Ph. Ph. Asn Leu 
TrP Olu Oln Al. M.t III L.u ser Ar 3 «n val Thr ,1a Lys Lys II. 
Ly. Lys ser Al, A« Al. oln His Lys Tyr Asp Asp olu 



(2) INFORMATIONS POUR LA SEQ ID NO: 287: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 367 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 288127 .. 289227 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 287: 
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Ser 


Leu. 


Tip 
lie 


1J fc: H 


Glu 


Asp 


Ala 


Val 


Ala 


Leu 


Asp 


Pro 


Pro 


Pro 


Pro 


Pro 


i 








5 










10 










15 




Pro 


HIS 


Tnr 


Ser 


bill 


A cm 


Thr 
1111 


Prn 

XT J- v-» 


Ser 


Pro 


Lys 


Asp 


Ser 


Ser 


Leu 


Val 


















25 










30 






Ala 


Arg 


Tnr 


Asp 


Lys 


Ala 


AT 3 

rA 1 CX 


Thr 
i in 


A c;ri 


iic 


Phe 


Asn 


Ser 


Ala 


Lys 


His 






J o 










40 










45 








Lys 


Ala. 


i le 


vjXU 


mi 


iin 


Lys 


Arg 


Ser 


Asp 


Gin 


Gin 


Ser 


Arg 


Ser 


Leu 














55 










60 










Pro 


lie 




nio 


Leu 


Leu 


Ala 


Ala 


Asp 


Pro 


Glu 


Pro 


He 


Val 


Phe 


His 


D 3 










70 










75 










80 


Ser 


Thr 

1111 


ni s 


Gin 


Thr 


Asn 


His 


Asn 


Asp 


Pro 


Gin 


Arg 


Met 


Leu 


Cys 


Asp 










85 










90 










95 




Ala 


jl le 


Leu 


bill 




A ctrt 
noil 


Arg 


He 


He 


Thr 


Met 


Arg 


He 


Phe 


Asn 


He 








1 00 

J. yJ \j 










105 










110 








Ser 


Pro 




Tip 
11c 


Tip 

11c 


Arg 


Ala 


Leu 


He 


Arg 


Ala 


Val 


Arg 


Arg 


Asn 




IIS 

1 1 J 










120 










125 








Tl Q 

lie 


Pro 


Val 


Tic* 
lie 


veil 


OCl 


Ala 


Tm 


Asn 


Phe 


Pro 


Asn 


Leu 


Ser 


Asn 


Trr> 




1-J u 










13 5 










140 










Asp 


Arg 


pin 


Ser 


Lys 


Leu 


xyr 


Val 


Glu 


Leu 


Arg 


Gly 


Asn 


Pro 


Gin 


He 


i /i r 










1 so 

IjU 










1 ss 
i j j 










160 


Cys 


Leu 


rl 1 S 


Lys 


Liys 


1111 


Thr 


Leu 


He 


Asp 


Asn 


Gin 


Leu 


Thr 


He 


He 








1 6S 

1 O J 










170 










175 




(j iy 


±nr 


Ala 


Asn 


Tyr 


Thr 
nil 


Lys 


Del 


Cot* 


Phe 


Phe 


Lys 


Asp 


He 


Asn 


Leu 








i r n 

1 O Lf 










185 










190 






Thr 




Leu 


T"| n 

lie 




Asn 


Jl -L U 


AT 3 


Leu 


T\/r 
±yi 


Ser 


Leu 


He 


Leu 


Ser 


Glv 

JL 






i y d 










2 00 










205 








Thr 


Arg 


P 1 t r 

(jiy 


Ser 


vai 


Ser 


Tip 
11c 


vj iy 


O Q >~ 

Ocl 


pin 

Vj 111 


Th r 

1 111 


He 


Ser 


Tvr 
iy i 


Tvr 
iy x 


Pro 




z l u 










9 1 R 










220 










Leu 


Pro 


Phe 


Pro 


t^in 


Ser 


Asn 


Thr 
llll 


Lys 


Thr 
im 


JJCU 


Pro 


He 


He 


Gin 


Glu 
































240 


He 


Gin 


Lys 


Ala 


Cjin 


Arg 


rp"U 

mi 


TIq 

lie 


Lys 


Tip 
lie 


rilct 




Asn 


He 


Phe 


Ser 










Z 4t _> 










9^0 










255 




His 


Pro 


Glu 


He 


Phe 


Leu 


Ala 


Leu 


P T 1 1 
blU 


bin 


Ala. 


Arg 


Leu 


Arg 


oiy 


vai 








o en 
bU 










9 c: 
ZOj 










97 0 






Thr 


lie 


Thr 


l le 


vai 


Tl Q 

lie 


Asn 


Lys 


Lys 


Pin 
olU 


Q d ~r~ 


nlCl 


T-Ti c; 
m & 


Thr 
im 


Leu 


Asp 
















280 










285 








He 


Leu 


His 


Arg 


He 


Ser 


Ala 


Leu 


Leu 


Leu 


Leu 


Lys 


Ser 


Val 


Thr 


Thr 




290 










295 










300 










Val 


Asp 


Ser 


Leu 


His 


Ala 


Lys 


He 


Cys 


Leu 


He 


Asp 


Asp 


Gin 


Thr 


Leu 


305 










310 










315 










320 


He 


Phe 


Gly 


Ser 


Pro 


Asn 


Trp 


Thr 


Tyr 


His 


Gly 


Met 


His 


Lys 


Asn 


Leu 










325 










330 










335 




Glu 


Asp 


Leu 


Leu 


He 


Val 


Thr 


Pro 


Leu 


Thr 


Pro 


Lys 


Gin 


He 


His 


Ser 






340 










345 










350 






He 


Gin 


Glu 


He 


Trp 


Ala 


Phe 


Leu 


Leu 


Lys 


Asn 


Ser 


Ser 


Pro 


Val 





355 360 365 



(2) INFORMATIONS POUR LA SEQ ID NO: 288: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 312 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 289744 2 9 0 67 9 
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(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 288: 

Met Leu Ala Gly Ser Lys Arg Lys His Lys Thr Pro Glu Asp Thr Ser 
Lr ser Ser Ser Lys Arg Ala Arg Ser Ser Ser Ser Gin Val Val Pro 
Arg Leu Leu £» His His Glu Leu He Gin Leu Tyr Ser Ala His Gin 
Gin Arg Asn Asn Glu Pro Val Lys Met He Cys Glu Thr He Leu Gin 
Ala Lys Arg Ser Val Leu Leu Lys Val Phe Asn He Gly Ser Pro Arg 
lie Leu Ala Ala Leu Tla Glu Ala Ser Asn Arg Ala Pro Val Ser Val 
His Tyr Gin Met lly Pro Phe Ser Lys His Cys Thr Glu Gly Asn Val 
Oln P h e Arg Pro Arg Arg Gly Cys Ser Leu Leu His Arg Lys Thr Leu 
L eu lie Asp Asn Asn He Val Val Thr Gly Thr Ala Asn Tyr Thr Glu 
Ala III Leu Glu Lys Asp £l Asn Leu Thr Ala Lys He Phe Ser Glu 

145 0 >, 0 ar-rc His Asr> Arg Gly Glu Val Arg Val 

His Leu Tyr Arg Trp Ala Phe Arg His Asp Arg y ^ 

Gly ser Gin Gin Val Ser Tyr Tyr Ser Leu Ser Gin He Arg Arg Asp 

L eu cys Val Lys Ala He Leu Glu Ala Asn Gly He Val Leu Arg Glu 

A rg Thr Cys Glu Gly He Leu His Thr Lys Val cys Cys He Asp Ser 

S er Thr Leu He He Gly Ser Val Asn Trp Ser Arg Gly Gly Leu Thr 

225 T pi„ Glu III Leu lie He Asn Pro Leu Thr Glu Thr Gin 

Leu Asn Leu Glu Glu pne ueu j.x« 

L .„ «u cy, Tvr L„ Bl« *P Vr »• «» ~ « S " 119 
Met Thr W= Olu « » "1. «» ^ «| W S " 

n. Thr S Pro «, «» Tfcr «r s.r Ser Thr oln asp Glu Glu Asn 

290 295 
Ala Ser Thr Ser Ala Glu Gin Gin 



305 310 



(2) INFORMATIONS POUR LA SEQ ID NO : 289: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 23 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(Viii) POSITION DANS LE GENOME: 290828 291535 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 289; 
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Leu 




Ser 


Ser 


Ala 


Ser 


Pro 


Arg 


Thr 


Phe 


Thr 


Ser 


Pro 


Phe 


Phe 


Cys 


1 








5 










10 










15 




nJL y 


Tip 


I le 


Ser 


•pur 
xy X 


Ser 


Ser 


Val 


Arg 


Phe 


Lys 


Ser 


Leu 


Ser 


He 


Phe 








20 










25 










30 






X IlX 


Aid. 


DViQ 

rile 


A Y*rr 


Gin 


Ser 


Ser 


Glu 


Ser 


Arg 


Asn 


Ser 


Pro 


Leu 


Arg 


Glu 
















40 










45 










XI1X 


\j X_y 


Ser 


Ser 


Ser 


Arg 


His 


Arg 


xy x 


His 


Arg 


His 


Glv 


Glu 


Thr 




50 










55 










60 










Ser 


Ser 


Ser 


Ser 


Arg 


He 


Glu 


Thr 


Val 


GlV 


Ser 


Arg 


His 


Phe 


Ser 


Ser 


65 










70 










75 










80 


TVrg 


Arg 


Glu 


Ser 


Ser 


Arg 


Thr 


Glv 


Ser 


Arg 


Ser 


Ser 


Arg 


His 


Ser 


Glu 










85 










90 










95 




Arg 


Ala 


Arg 


His 


His 


Glu 


Ser 


Arg 


Ser 


His 


Arg 


His 


Ser 


Ser 


Ser 


Ser 








100 










105 










110 






Arg 


His 


His 


Val 


Thr 


Arg 


Ser 


Gin 


Ser 


Ser 


Ala 


Leu 


Pro 


Gin 


Leu 


Gin 






115 










120 










125 








Glu 


Arg 


Pro 


Val 


Pro 


His 


Pro 


Leu 


Ala 


Glu 


Arg 


Glu 


Leu 


He 


Thr 


Phe 




13 0 










135 










140 










His 


Sex* 


Val 


His 


Gin 


Gin 


Gin 


Asn 


Asn 


Asn 


Pro 


Leu 


Arg 


Met 


He 


Cvs 


145 










150 










155 










160 


Asp 


Thr 


He 


Arg 


Gin 


Ala 


Gin 


Arg 


Gly 


He 


Phe 


Met 


Arg 


He 


Tyr 


Ala 










165 










170 










175 




lie 


Ser 


Ser 


Asp 


Asp 


He 


He 


Gin 


Ser 


Leu 


He 


Gin 


Thr 


Ser 


His 


His 








180 










185 










190 






Val 


Pro 


Val 


Glu 


Val 


Lys 


Tyr 


His 


Cys 


Gly 


Glu 


Ser 


Leu 


Pro 


Val 


Ala 






195 










200 










205 








Cys 


Gin 


Asn 


Ser 


Arg 


Val 


Val 


Leu 


Arg 


Pro 


Thr 


Asn 


Gly 


Arg 


Thr 


Leu 




210 










215 










220 










Gin 


His 


Lys 


Lys 


Leu 


Cys 


Trp 


Leu 


He 


Ser 


Lys 


Gin 











225 230 235 



(2) INFORMATIONS POUR LA SEQ ID NO: 290: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 209 acides amines 

( B ) TYPE : ac ide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 291604 .. 29223 0 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 29 0: 



Glu 


Ser 


Ser 


Glu 


Leu 


His 


Asp 


Ala 


Val 


Phe 


Ser 


Glu 


Arg 


Pro 


Gin 


Leu 


1 








5 










10 










15 




Val 


His 


Val 


Gly 


Pro 


Gin 


Leu 


Leu 


Asn 


Tyr 


He 


Pro 


He 


Gin 


Arg 


Leu 








20 










25 










30 






He 


Pro 


Asn 


Ala 


Ala 


Ser 


Lys 


Met 


He 


Leu 


Asn 


Ala 


He 


Asn 


Gin 


Ala 






35 










40 










45 








Thr 


Asp 


Ser 


He 


Phe 


Val 


Leu 


Met 


Tyr 


He 


Phe 


Leu 


Ser 


Pro 


Glu 


Phe 




50 










55 










60 










Phe 


Leu 


Ala 


Leu 


Ala 


Gin 


Ala 


Met 


Arg 


Arg 


Gly 


Val 


Arg 


Val 


Lys 


Val 


65 










70 










75 










80 


He 


He 


Asp 


Asn 


His 


Ser 


Lys 


Gin 


Asp 


Thr 


Cys 


Lys 


Leu 


Leu 


Ser 


Lys 










85 










90 










95 




Leu 


Gly 


He 


Gin 


Leu 


Pro 


Leu 


Tyr 


Glu 


Arg 


Lys 


Thr 


Glu 


Gly 


He 


Leu 
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105 



110 



His « Lys III cys cys II. Asp As» W- ™r Pro II. Ph. OW S.r 
Ala As» S s.r Gly Ala Gly M.t II. Ly As„ a. Glu Asp L.u Ph. 
H. ".u Arg Pro II. Thr Glu «r Gin L« »• MP "J 

« « — ° iu ™° »» s « ser % Leu s " pr ° Glu »= val 

W u Thr Al, Pro Thr Pro S.r ser AT, Pro Thr «» Gin Asp Thr Asp 



s.r Asp Asp HI ain Pro S.r Thr sir ol» Gin Ala II. Ar g M.t Ar 3 



185 



Lys 



195 



200 



(2) INFORMATIONS POUR LA SEQ ID NO: 291: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 241 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 292326 .. 2 93 048 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 291: 
Arg Leu ser Ser Ser Ser Val Ser Leu Leu Phe Phe Lys Ala Ser Ser 
Phe His Tyr Arg Val ser lie Thr Val Gin Pro Gly Glu Phe Leu Met 
Thr Lys Pro Ser Xaa Leu Tyr Val He Gin Pro Phe Ser Val Phe Asn 



Pro Arg Leu Gly Arg Phe Ser fie Asp Ser Asp Thr Tyr lie Glu Glu 
Olu Asn Arg Leu Ala Ser Phe He Glu Ser Leu Pro Leu Glu lie Phe 



lie Pro Ser Phe Met Glu Thr Ala He Ser Asn Ser Pro Tyr He 

85 

Leu ser Trp Glu Thr Thr Lys Asp Gly Ala Leu Phe Thr He Leu Glu 

Pro Lys Leu Ser Ala cys Ala Ala Thr Cys Leu Val Ala Pro Ser He 

Gin Met Lys Ser Asp Ala Glu Leu Leu Glu Glu He Lys Gin Ala Leu 

Leu Arg ser Ser His As P Gly Val Lys Tyr Arg He Thr Arg Glu Ser 

1£ ser Pro Glu Lys Lys T*r Pro Lys Val Ala Leu Val Asp Asn Asp 

He Glu Leu lie Arg Asn Val Asp Phe Leu Gly Arg Ala Val Asp He 

Val Lys Leu Asp Pro He Asn lie Leu Asn Thr Val Ser Glu Glu Asn 

He Leu Asp Tyr Ser Phe Thr Arg Glu Thr Ala Gin Leu Ser Ala Asp 
210 215 220 
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Gly Arg Phe Gly lie Pro Pro Gly Thr Lys Leu Phe Ser Lys Pro Ser 
225 230 235 240 

Phe 



(2) INFORMATIONS POUR LA SEQ ID NO: 292: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 508 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 2933 3 0 .. 2 94853 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 2 92: 



Lys 


Pro 


Asn 


Pro 


His 


Arg 


Gly 


Lys 


Arg 


Pro 


Ser 


Arg 


Leu 


inr 


Arg 


Tin 

lie 


1 








5 










10 










lb 




His 


Arg 


He 


Glu 


Val 


Gin 


Leu 


Pro 


Asp 


Ser 


Ser 


Arg 


Tin 

lie 


Pro 


Tyr 


Asp 








20 










Z b 










*3 n 
o u 






Cys 


Ser 


Cys 


He 


Asn 


Arg 


Tyr 


Gly 


He 


Phe 


Pro 


Arg 


Pne 


Asn 


Pro 


Asn 




35 










40 










4b 








Gin 


Asn 


Lys 


Leu 


Asn 


Val 


He 


Arg 


Lys 


He 


Lys 


Ser 


Gly 


pne 


um 


Arg 




50 










55 










60 










Ser 


Leu 


Asp 


Asp 


Tyr 


His 


He 


Tyr 


Gin 


lie 


Glu 


Arg 


Lys 


xaa 


xaa 


file 


ob 










/ u 










75 










80 


Ser 


Phe 


Ser 


Pro 


Lys 


His 


Arg 


Ser 


Leu 


Ser 


Ser 


Thr 


Ser 


His 


Ser 


Glu 










85 










90 










95 




Asp 


Ser 


Asp 


Leu 


Asp 


Leu 


Ser 


Glu 


Ala 


Ala 


Ala 


Phe 


Ser 


Gly 


Ser 


Leu 








100 










105 










110 






Thr 


Cys 


Glu 


Phe 


Val 


Lys 


Lys 


Ser 


Thr 


Gin 


His 


Ala 


Lys 


Asn 


Thr 


Val 






115 










120 










125 








Thr 


Cys 


Ser 


Thr 


Ala 


Ala 


His 


Ser 


Leu 


Tyr 


Thr 


Leu 


Lys 


Glu 


Asp 


Asp 




130 










135 










140 










Ser 


Ser 


Asn 


Pro 


Ser 


Glu 


Lys 


Arg 


Leu 


Glu 


Asn 


Cys 


Phe 


Arg 


Asn 


Trp 


145 










150 










155 










160 


He 


Asp 


Asn 


Lys 


Leu 


Ser 


Ala 


Asn 


Ser 


Pro 


Asp 


Ser 


Trp 


Ser 


Ala 


Phe 








165 










170 










175 




He 


Gin 


Lys 


Phe 


Gly 


Thr 


His 


Tyr 


He 


Ala 


Ser 


Ala 


Thr 


Phe 


Gly 


Gly 








180 










185 










190 






He 


Gly 


Phe 


Gin 


Val 


Leu 


Lys 


Leu 


Ser 


Phe 


Glu 


Gin 


Val 


Glu 


Asp 


Leu 






195 










200 










205 








His 


Ser 


Lys 


Lys 


He 


Ser 


Leu 


Glu 


Thr 


Ala 


Ala 


Ala 


Asn 


Ser 


Leu 


Leu 




210 










215 










220 










Lys 


Gly 


Ser 


Val 


Ser 


Ser 


Ser 


Thr 


Glu 


Ser 


Gly 


Tyr 


Ser 


Ser 


Tyr 


Ser 


225 








230 










235 










240 


Ser 


Thr 


Ser 


Ser 


Ser 


His 


Thr 


Val 


Phe 


Leu 


Gly Gly 


Thr 


Val 


Leu 


Pro 










245 










250 










255 




Ser 


Val 


His 


Asp 


Glu 


Arg 


Leu 


Asp 


Phe 


Lys 


Asp 


Trp 


Ser 


Glu 


Ser 


Val 








260 










265 










270 






His 


Leu 


Glu 


Pro 


Val 


Pro 


He 


Gin 


Val 


Ser 


Leu 


Gin 


Pro 


He 


Thr 


Asn 






275 










280 










285 








Leu 


Leu 


Val 


Pro 


Leu 


His 


Phe 


Pro 


Asn 


He 


Gly Ala 


Ala 


Glu 


Leu 


Ser 




290 










295 










300 










Asn 


Lys 


Arg 


Glu 


Ser 


Leu 


Gin 


Gin 


Ala 


He 


Arg 


Val 


Tyr 


Leu 


Lys 


Glu 
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315 320 



ITs Lys val Asp Glu Arg Gly Olu Arg T*r Thr Phe Thr Ser Gly He 
ASP Asn Pro Ser III Trp Phe Thr Leu Olu Ala Ala His Ser Pro Leu 
Val val ser Thr Pro Tyr Val Ala Ser Trp Ser Thr Leu Pro Tyr Leu 
Phe Pro S Leu Arg Olu Arg Ser Ser Ala Thr Pro He Val Phe Tyr 
Phe Cys Val Asp Asn Asn III His Ala Ser Gin Lys He Leu Asn Gin 

335 3 ?° „ t«„ Tie Ara Gin Lys lie Phe Gly 

ser Tyr cys Phe Leu Gly Ser Leu Pro lie Arg Gin y ^ 

, ,1, til Phe Pro Tyr Leu Ser Phe Tyr Gly Asn Ala Lys 

Ser Glu Phe Ala Ser Phe reo iyi 43Q 



Glu Ala Tyr Phe Asp Asn Thr Tyr ^ Pro Thr Arg Cys Gly Trp Xle 



440 



val Glu Lys Leu Asn Thr Thr Gin Asp Gin Phe Leu Arg Asp Gly Asp 



455 



„« JS L« W. Hi, va! s.r s.r Oly Tyr « ,1. Thr Thr 

J£ Mu w. »p Thr "is «y Thr L« Thr «, Thr Thr Asn cys^ =1" 

Asp Ala lie Phe He He Lys Lys Ser Ser Gly Tyr 



500 



(2) INFORMATIONS POUR LA SEQ ID NO: 293: 

(i) CARACTERISTIOUES DE LA SEQUENCE: 

(A) LONGUEUR: 22 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

( viii) POSITION DANS LE GENOME: complement (295010 .. 295684) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 293: 
Met val He Leu Val Glu Ala Lys His lie Ser Lys Val He Gin Gin 
Gin Asp Val Cys lie Pro He Leu Lys Asp Val Ser Phe Gin Leu His 
Ala Gly Glu Val Val Ala He Thr Gly Ala Ser Gly Ser Gly Lys Ser 
ser Leu Leu His Leu Leu Gly Thr Leu Asp Gin Pro Ser Ser Gly Gin 
lie 'eu Phe Phe Gly Lys Gin Val Arg Arg Glu Glu Leu Pro He Phe 
Arg Asn cys Arg He lly Phe lie Phe Gin Asn Phe Tyr Leu Leu Glu 
Asp Asp Ser Val He Asn Asn Val Leu Met Pro Ala Gin II. Ala Arg 
Lys Asp Thr G°iy Gin Lys ser Lys Ala Arg Glu Arg Ala Leu Ala Leu 
L eu Glu III Val Gly Leu Val Asp Arg Arg Asp Olu Lys Oly ser Leu 
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Leu Ser Gly Gly Glu 
145 

Asn Asp Pro Glu lie 
165 

His Arg Thr Ala Asp 
180 

Lys His Arg Gly Val 
195 

Lys Cys His Arg Glu 
210 

Gin 
225 



Lys Gin Arg Val Ala 
150 

Val Leu Ala Asp Glu 
170 

Thr lie His Glu Leu 
185 

Leu lie Val Thr His 
200 

Glu lie Leu Arg Asp 

. 215 



lie Ala Arg Ala Leu Met 
155 160 
Pro Ser Gly Asn Leu Asp 
175 

Leu Leu Ala Leu Ala Glu 
190 

Asp Arg Glu Leu Ala Glu 
205 

Gly Thr Leu Met Gin Arg 
220 



(2) INFORMATIONS POUR LA SEQ ID NO : 294: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 215 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 295692 .. 29633 6 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 294: 



Gly 


He 


Gly 


Cys 


He 


His 


Pro 


Leu 


Gly 


He 


Arg 


Arg 


Leu 


Gly 


Met 


His 


1 








5 










10 










15 




Asn 


Gly 


Trp 


Gin 


Val 


Phe 


Leu 


Pro 


Ser 


Val 


Gin 


Asp 


He 


Pro 


Val 


Met 








20 










25 










30 






Lys 


Gin 


Ser 


He 


Gin 


Lys 


He 


Phe 


Lys 


Glu 


Ser 


Glu 


Val 


Ser 


Ser 


Tyr 






35 










40 










45 








Trp 


Glu 


He 


Ser 


Ser 


Leu 


Tyr 


Asp 


Tyr 


Glu 


Phe 


Phe 


Lys 


Pro 


He 


Leu 




50 










55 










60 










Asp 


Gin 


Leu 


Gin 


Ser 


Asp 


Gin 


Val 


Leu 


Phe 


Ser 


He 


Val 


Ser 


Phe 


He 


65 










70 










75 










80 


Val 


Leu 


He 


Val 


Ala 


Cys 


Ser 


Asn 


He 


Val 


Thr 


Met 


Ser 


He 


Leu 


Leu 










85 










90 










95 




Val 


Asn 


Asn 


Lys 


Lys 


Lys 


Glu 


He 


Gly 


He 


Leu 


Lys 


Ala 


Met 


Gly Val 








100 










105 










110 






Ser 


Ser 


Ser 


Arg 


Leu 


Gin 


Leu 


Val 


Phe 


Gly 


Leu 


Cys 


Gly Ala 


Cys 


Ser 






115 










120 










125 








Gly 


Leu 


Val 


Gly 


Ala 


Leu 


Leu 


Gly 


Ser 


He 


Leu 


Ala 


Ala 


Leu 


Thr 


Leu 




130 










135 










140 










Lys 


Asn 


Leu 


Gly 


Val 


Leu 


Thr 


His 


Trp 


Leu 


Ser 


Lys 


Leu 


Gin 


Gly 


Arg 


145 










150 










155 










160 


Glu 


Ala 


Phe 


Asn 


Pro 


Ser 


Phe 


Phe 


Gly Glu Gin 


Leu 


Pro 


Gin 


Asp 


Phe 










165 










170 










175 




His 


Leu 


Pro 


Thr 


Val 


He 


Cys 


Leu 


Ser 


Leu Gly Ala 


Leu 


Val 


Leu 


Ala 








180 










185 










190 






Ala 


He 


Ser 


Gly 


Ala 


He 


Pro 


Ala 


Gin 


His 


Val 


Ala 


Arg 


Met 


Gin 


Val 






195 










200 










205 








Ser 


Asp 


He 


Leu 


Lys 


Ser 


Glu 





















210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 29 5: 
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(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 332 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement (296243 .. 297238) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 295: 
Val Gly Phe Tyr Leu Ala Ser Lys He Pro Lys oly Val Met Lys Leu 
Glu Leu Leu Leu Ala Phe Lys Tyr Leu He Pro Lys Arg Lys Arg Leu 
Ser ser Ser He Val Ser Ala Phe Ser He Gly He Val Ala Leu Val 
Val Trp Leu Ser Val Val Phe Met Ser Val He His Gly Leu Gin Gin 
Arg Trp Val Gly Asp Leu aL Ser Leu His Ser Ser He Arg He Glu 
Pro Ser Asp Lys Tyr Tyr Glu Ser Tyr Tyr Tyr Gin He Asp Ser His 



85 90 



Ala Glu Ala Ser Gin Tyr He Tyr Lys Thr lie Gly Glu Lys Leu Leu 



Cys Glu Gin Thr Asp Pro Tyr Asp Pro Asp Val Asp Phe Leu Leu Pro 



120 



Glu Ala III Pro Asp Pro Glu Phe Ser Asp Asn Gly Glu Met lie Asp 

Pro va°i Arg Thr Ala Asn III Arg Met Leu Ser Leu Phe Ser Ser Arg 

lyl Gly Ser Phe Val Glu Phe Glu Glu Gly Met Gly His Val Hi. Met 

ASP Arg Ala Phe Arg Gly His Lys Gly Glu Pro Arg Ala Leu ser Gin 

Tyr lie Ala Tyr Ser Ser Asp lie Leu Tyr Gin Gin Arg Val Leu Pro 

Phe Glu III Thr Asp Tyr Ser Thr Glu Val Leu Asn Arg Phe Asn Ala 

Ser fer Glu Gly Trp Leu III Asp Phe Leu Val Leu Gin Glu Lys Phe 

HI CIV Met ser Val He Leu Pro Val Val Tyr Arg Asp Gin Gly Tyr 

Arg Val Gly Asp Thr Ala Ser Leu Ser Val Phe Ser Val Lys Lys Glu 

Gly Glu val Arg Phe Pro Leu Arg Val He Gly Phe Tyr Asn Pro Gly 

qtc 280 _ 

Val ser Pro Phe Gly Gly Lys Thr He Phe lie A-p I*. Glu Leu Ala 

A la Ser He Arg Ser Glu III Glu Gly Leu Val Cys He Met Ala Gly 



III Tyr Phe Phe Leu Val Phe Lys He Ser Leu Ser 
325 330 



310 



(2) INFORMATIONS POUR LA SEQ ID NO: 296: 
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(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 315 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 2977 9 1 .. 2 9873 5 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 29 6: 



Met 


Lys 


Lys 


rfle 


Aia 


Thr 


Phe 


Leu 


Cys 


vax 


T .01 1 


T .CM 1 




vj j. y 


Ser 


Gly 


1 


















10 










15 




Pne 


Ala 


Ala 


Pro 


Val 


Glu 


Ala 


Pro 


\j A. y 






Onr 


Tip 


Pro 


Glu 


Thr 




























3 0 






Tyr 


lie 


Thr 


lie 


Asn 


Asp 


Lys 


1 n 

VJ.LU 


Leu 


t^iy 


Leu 


pi -n 


fin 


nib 


P-i re 

^y & 
















a n 










45 








Gly 


val 


Asn 


vai 


Leu 


Ser 


Cys 


±y 


Tyr 


Asn 


Leu 


VaX 




l\lfcr L. 


XT 11" 


n x o 




bU 










55 










fin 










Thr 


Pro 


Thr 


Thr 


Pro 


Met 


Pro 


Leu 


oiy 




Tyr 


Pro 




Val 


Tin 

lie 




65 










70 










/ j 










ft n 


Phe 


His 


Gly 


Pne 


Arg 


Gly Asn 


Cys 


Thr 


(jiy 


Lys 


Asp 


\st ±y 


vax 


Tyr 


Arg 










o c 
ob 










y u 














Asp 


Leu 


Ala 


Arg 


Leu 


Leu 


Thr 


Ala 


Asn 


Gly 


Tin 

lie 


Ala 


val 


Ala 


Arg 


.pne 








100 










1 Ub 










Tin 

1 1 U 






Asp 


Met 


Ala 


Gly 


Cys 


Gly Asn 


Ser 


Glu 


Gly 


Tl A 

lie 


Cys 


Asp 


tain 


Tin 

lie 


Pro 






115 




















IOC 
IAD 








Ala 


Arg 


Thr 


Tyr 


Leu 


Arg 


Asn 


Gly 


Glu 


Asp 


lie 


Leu 


A±a 


rp"U y~ 


vai 


nla 




13 0 










135 










14U 










Lys 


Tyr 


Pro 


Glu 


Val 


Asn 


Pro 


His 


Arg 


He 


Gly 


He 


Ala 


Gly 


Val 


Ser 


145 










150 










155 










160 


Leu 


Gly 


Cys 


His 


Thr 


Thr 


lie 


His 


Leu 


Ala 


Ser 


Thr 


Tyr 


Arg 


Pro 


Arg 








165 










170 










175 




Asp 


Tyr 


Thr 


Val 


Gin 


Ala 


He 


Ser 


Val 


Trp 


Ala 


Pro 


He 


Ala 


Asp 


Gly 






180 










185 










190 






Val 


lie 


Leu. 


Leu 


Lys 


Glu 


He 


Cys 


Ala 


Thr 


He 


Gly 


Leu 


Thr 


Met 


Thr 






195 










200 










205 








Gin 


Phe 


Ser 


Asp 


Met 


Gly Glu 


Val 


Gly 


Lys 


Ala 


Phe 


Gly 


Phe 


Lys 


Gin 




210 










215 










220 










Leu 


Pro- 


Leu 


Lys 


Leu 


Cys 


Arg 


Asp 


Asp 


He 


Asp 


Phe 


Phe 


Leu 


Gly 


He 


225 










230 










235 










240 


Gin 


Asp 


His 


lie 


Leu 


Leu 


Leu 


Ser 


Leu 


Pro 


Arg 


Arg 


He 


Pro 


Val 


Leu 








245 










250 










255 




His 


Gin 


Gin 


Gly 


Leu 


Glu 


Asp 


Arg 


Val 


Val 


Ser 


Thr 


Ala 


His 


Gin 


Arg 








260 










265 










270 






Leu 


Phe 


Leu 


Gly 


Ala 


Ala 


Pro 


Ala 


Gin 


Met 


Leu 


Ser 


Lys 


Ser 


Tyr 


Pro 






275 










280 










285 








Glu 


Thr 


Pro 


His 


Glu 


lie 


Ala 


Leu 


Ser 


Pro 


Tyr 


Arg 


Gin 


Glu 


Val 


Leu 




290 










295 










300 










Gin 


Glu 


lie 


Leu 


Thr 


His 


Phe 


Gin 


Ser 


Xaa 


Leu 













305 310 315 



(2) INFORMATIONS POUR LA SEQ ID NO: 297: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 518 acides amines 

<B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE : oui 

(Viii) POSITION DANS LE GENOME : 298905 .. 300458 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 297: 
Glu Lys Ser Thr Phe Leu Leu Val Arg lie Thr Met He Asp Val Leu 
He Met Gly Ala Ln Pro Ser Qly Leu lie Leu Ala Ser lie Leu Gin 
Cln His Arg fla Arg He Lys Val He Asp Ser Arg Asp Ser lie Thr 
Ala Ser Leu Pro Leu Pro Leu "is Ser Leu Pro Val Val Leu Ser Ser 
Ser ler Leu Glu Leu Leu Asp Asn lie Asn Leu Leu Gly Asp Leu Leu 
fs P Lys Gly Arg Lys He Phe Gly Ala Arg Tyr His Trp Lys Gin Arg 
Thr Val Leu Phe Lys Phe Asn Gin Ser Ser Ala Ser Arg Cys Pro Phe 
Ser Leu Leu He Ser Tyr Asn Glu Leu Val Thr His Leu Leu Glu Glu 
Pne Glu Arg Leu Gly Gly Val HI Asn Trp Ala Thr Arg Pro Val Thr 
Gin Va°i Glu Gin Asn Leu Phe lie Glu Ser Thr Lys Ser Ser Ser Gin 
vfl Tyr Glu Gly Arg Glu He Phe Thr Pro Lys Trp He He Ala Cys 
Glu Met Asp Ala HI Pro Asp Leu Lys Asp Leu Leu Lys Thr Gin He 
Lys Thr Lys Lys He His Lys Glu Ala Leu Phe Val Asp Cys Glu Glu 
Gly Glu Pro Phe Glu Glu Ser His He His Leu Leu Pro Val Thr Lys 
ser Phe Val Asn Phe Val III Tyr Asn Pro Tyr Arg Gly Ser Arg Gin 
III Tyr Leu Ala Asn Thr Ser Gly Ser Leu Ser Ser Lys Phe Lys Asn 
Lys Leu Leu Tyr Thr Tyr Ser Leu Ala Leu Ala Glu Asp Pro Leu Ser 
II. ser Ser Ser Leu Leu Gin Tyr Pro Phe Cys His Asp Arg Tyr He 
Phe Leu G ? ly ser He Ala Asn Asn Leu Ser Phe Ser Tyr Leu Ser Gly 
Val Asn Ser Asn He His Asp Ala Phe Asn Leu Gly Trp Lys Leu Leu 
III val lie Lys Lys III Ala ser Ser Gin Leu He Leu Ser Lys Glu 
,eu Lys Thr ser III Val Leu Pro His Phe Asn Glu Val His Gin Lys 
Arg Ala Thr Lys Leu Leu Phe Ser Asn Met Tyr Thr Pro Ala Leu Met 
^ ^ Tyr Leu Lys Gly Cys Lys Gin Leu Asp Ala Ala Glu Gly Glu 
L eu Tyr Tyr Pro Ser His Arg Ala Ser Lys Tyr Glu Ala Ser Asp He 



385 



1064 



He 


Lys 


Val 


Ser 


Pro 


Asn 


Asp 


Lys 


Glu 


He 


Gin 


Gly 


Pro 


Arg 


Pro 


Gly 










405 










410 










415 




Ser 


Arg 


Ala 


Leu 


Asp 


He 


Arg 


Leu 


Asp 


Thr 


Gly 


Asn 


Tyr 


Leu 


Leu 


Asp 








420 










425 










430 






Ser 


Leu 


Lys 


Asn 


Ala 


Lys 


His 


Leu 


Leu 


Val 


Phe 


Phe 


Lys 


Glu 


Arg 


Pro 






435 










440 










445 








Asp 


Leu 


Val 


His 


Ala 


Leu 


Leu 


Glu 


Glu 


Tyr 


Gly 


Glu 


Trp 


Val 


Asp 


Val 




450 










455 










460 










He 


Val 


Thr 


Glu 


Asp 


Pro 


Lys 


Val 


His 


Lys 


Leu 


Tyr 


His 


Ala 


Asn 


Pro 


465 










470 










475 










480 


Glu 


Ser 


Leu 


Phe 


He 


He 


Arg 


Pro 


Asp 


Arg 


Tyr 


He 


Gly 


Tyr 


Arg 


Thr 










485 










490 










495 




His 


Thr 


Phe 


Lys 


Leu 


His 


Glu 


Leu 


He 


Ser 


Tyr 


Leu 


Leu 


Arg 


He 


Phe 








500 










505 










510 






Ala 


Ala 


Glu 


Asn 


Ala 


Asn 























515 



(2) INFORMATIONS POUR LA SEQ ID NO: 2 98: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 542 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 3 00527 3 02 152 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 298: 



Gly 


Cys 


Leu 


Phe 


Ser 


Glu 


Glu 


Leu 


Val 


Ser 


Asp 


Gly 


Arg 


Lys 


Leu 


Pro 


1 








5 










10 










15 




Tyr 


Pro 


Asp 


Leu 


Gly 


Asp 


Gin 


Asn 


He 


Lys 


His 


Leu 


Glu 


Lys 


He 


Arg 








20 










25 










30 






Asp 


Val 


Tyr 


Gly 


Leu 


Asp 


Gly 


Val 


Ala 


Glu 


Leu 


Arg 


Val 


Ala 


Glu 


Ala 






35 










40 










45 








Ala 


Leu 


Leu 


Gly 


Val 


Gin 


Lys 


Leu 


Pro 


Glu 


Glu 


Gin 


Lys 


Gin 


Glu 


Ser 




50 










55 










60 










Leu 


Lys 


Ser 


Ala 


Val 


Lys 


Ala 


Leu 


Arg 


Ala 


Asp 


Ala 


Lys 


Val 


Leu 


Asn 


65 










70 










75 










80 


Lys 


Lys 


Phe 


Lys 


Lys 


Leu 


Pro 


Glu 


Ser 


Tyr 


Gin 


Pro 


Gin 


His 


Ser 


Glu 










85 










90 










95 




Val 


Thr 


Gly 


Val 


Gin 


Gly 


Val 


Thr 


Glu 


Gin 


Glu 


Ser 


Arg 


Asp 


Asp 


Val 








100 










105 










110 






Leu 


Val 


Ala 


Gin 


Asp 


Met 


Ala 


Ala 


He 


Glu 


Glu 


Leu 


Gin 


Asp 


Gin 


Tyr 






115 










120 










125 








His 


Ala 


Ala 


Cys 


Leu 


Gin 


Phe 


Glu 


Ser 


Val 


Ser 


Met 


Arg 


Phe 


Leu 


Ala 




130 










135 










140 










Glu 


Gin 


Arg 


Lys 


Ala 


Lys 


Phe 


Leu 


Glu 


Lys 


Leu 


Leu 


He 


Gin 


Lys 


Arg 


145 










150 










155 










160 


Arg 


Asp 


Val 


Ser 


His 


Leu 


Ser 


His 


Gin 


Glu 


Ala 


His 


Tyr 


Thr 


Gin 


Val 










165 










170 










175 




Val 


Ser 


His 


Leu 


Lys 


Glu 


Arg 


He 


Ser 


Met 


Arg 


Lys 


Gly 


Ala 


Ser 


Thr 








180 










185 










190 






Gin 


His 


Ala 


Ser 


Lys 


Glu 


Glu 


He 


Ser 


Thr 


Lys 


Met 


Arg 


Glu 


Leu 


Leu 






195 










200 










205 








Ser 


Leu 


Asp 


Asp 


Gin 


Leu 


Leu 


Lys 


Ala 


His 


Thr 


Ala 


Gin 


Asp 


Val 


Asn 
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Trp J£ « s« ,1. a,„ S «» — «"» ;g G1 " ws Lys SS 

f.r olu clu oly s.r Si oln Ly. V.1 Lys Al. — — «« « "» 
M et cys Leu o ly Asn Ala oly =1" Leu V Hi. s.r Arg L.u Lys 
,rg du V,! In. 01. »!. ~r cys s.r Asn Thr «» "» ™ 

oln Tyr J" olu Asp «- ~ 1. - ^ MP «Y « Asp Arg « 

*1. L.u L.u Arg — V,l L.u oly s.r Oly Tyr clu lie s.r clu 

IS s.r ser olu Leu Lys s.r Leu Arg Ly. Arg Trp Lys Arg ser «a 

s.r cm ai. ai. Si ai. «• «- -1 ^ Glu V Vil So " g 

Leu clu Arg ~ Leu Lys 1. Arg «P .« « "» ™ "» «°» 

Leu Pro Leu Oly Lys s.r Ser Asp ,1a Thr val Oly Leu Oln His oln 
II. Arg Asp A,„ Oln Arg v.1 Ly. Al. Arg VJ1 Tnr Ala cys Tyr Oln 
a £ ser cys Arg As„ III Leu Oln His Leu o!u Asp Trp v.1 Arg Lys 
Thr Arg oln olu ser Al. clu cys oln Lys v.! Olu Thr Ly. 11. Ar S 
Ol. Ph. cys Oln Ly. Al. Oly ser Lys olu Asn Leu Al. olu ser Thr 
olu M .t L.u P». ser S.r Leu Olu olu Asp Leu Asn Lys II. Pro Leu 

450 45 „ -r . _ CoT . qpr t,vs Val Leu His 

Asp V.1 Leu Arg Ala II. Leu Arg ser Leu s.r ser Lys V (M 

lie Arg A.p oln Lys L.u olu L.u olu «j. L.u olu olu oln Phe Ala 

Lys Thr Asn lie II. val Lys Al. Lys olu Al. olu Ph. Olu Ly. Asn 

Oly Oiu v.! TrP His Asn oln Tyr oln M.t Leu Lys s.r oln M.t olu 

Ly. Leu "lu ser oln Lys Arg Arg Leu Thr Asp Ly. Lys olu 
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(2) INFORMATIONS POUR LA SEQ ID NO : 299: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 949 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME : complement ( 3 02071 .- 304917 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 299: 
Glu Tyr oly He He Leu Pro Ser Lys lie Val Phe Gin olu Ser Met 
1 5 10 
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Ala Asn Pro Ser 
20 

Gly Arg Leu Arg 
35 

Asp Pro Gin Pro 
50 

Ser Thr Arg Arg 
65 

Ala Lys Gly Ser 

Lys lie Leu Thr 
100 

Cys Met Leu Leu 
115 

Gly Val Gly lie 
130 

Cys Gin Gin lie 
145 

Tyr Leu Leu Ser 

Phe Asp lie Arg 
180 

Leu Asp Lys Arg 
195 

Asp Phe Ala Gly 
210 

Gly lie Ser Ser 
225 

Val Lys Ser Val 

Asp Leu Tyr Pro 
260 

Phe Ser Gly Ala 
275 

Leu Ser Ser Leu 
290 

Glu Ala Leu Gin 
305 

Ala Thr Trp Cys 

Leu Lys Gly Lys 
340 

Met Gin Asn Ala 
355 

Met Arg Asn Trp 
370 

Leu Asp Gin Asp 
385 

Met His Lys Val 

Arg Val Arg Lys 
420 

Leu Leu Asn Lys 
435 

Gin Lys Gly lie 
450 

Ser Gin Leu Gly 
465 

Ser lie Tyr Arg 



Thr Pro Pro Ser 

Ala Ser Ser Gin 
40 

Leu Ser Pro Glu 
55 

Asp Leu lie Asp 
70 

Glu Leu Lys Lys 
85 

lie lie Gly Ala 

Gly Val Pro Leu 
120 

Ala Phe Ser lie 
135 

Arg Glu Glu Tyr 
150 

Asn Lys Asp Ser 
165 

Phe Arg Lys Ala 

Glu Ala Asn His 
200 

Leu Ala His Gin 
215 

Ser Gin Asp Ala 
230 

Lys Asp Asp Val 
245 

lie Ala Gin Gin 

Ala Gly Lys Glu 
280 

Phe Ala Trp Gly 
295 

Arg Tyr Gin Met 
310 

Gly Ala Gly Phe 
325 

Asn Val Leu Asp 

lie Lys Cys Val 
360 

Lys Glu Lys lie 
375 

Ser Leu Arg Lys 
390 

Cys lie Glu Asp 
405 

Val Thr Gin Lys 

Lys Ala Pro Leu 
440 

Ser Ser Cys Ala 
455 

lie Ser Glu Gin 
470 

Asp Leu lie Asp 



Asn His Ser Gly 
25 

Gin Cys Thr Gin 

Ser Arg Gly Leu 
60 

Val Val Glu Glu 
75 

Leu Arg lie Tyr 
90 

Ala lie Leu Phe 
105 

Trp lie Pro lie 

Ala Lys Gly Cys 
140 

Arg Ala Leu His 
155 

lie Asp Gly Thr 
170 

Glu Glu Lys Leu 
185 

Pro Leu Glu Ala 

Arg Tyr Gin Val 
220 

Phe Trp Arg Gly 
235 

Val Leu Gly Asp 
250 

Ala Leu Gin Ala 
265 

Ser Leu Leu Asp 

Ser Gin Val Gly 
300 

Arg Phe Leu Ser 
315 

Ser Thr Ser Ala 
330 

lie Ala Ser Glu 
345 

Gin Leu Val Ser 

Asp Thr Leu lie 
380 

Leu Tyr Gin Asp 
395 

Gly Val Ser Ala 
410 

Tyr Leu Arg Gin 
425 

Asn Glu Ser Asp 

Asn Leu Val Val 
460 

Thr Ser lie Lys 
475 

Thr lie Leu Gin 



Leu Ser Leu Gin 
30 

Ala Gly Gin Gly 
45 

Thr Ser Asn Phe 

Ser lie Glu Thr 
80 

Glu lie Ala Leu 
95 

Ala Val Pro Leu 
110 

Val Thr Cys lie 
125 

Leu Gin Lys Arg 

Leu Tyr His Arg 
160 

Leu Leu Ser Arg 
175 

His Gly Leu Asp 
190 

Asp Lys Arg Tyr 
205 

Asp Ala Ala Leu 

Val Ala Gin Gin 
240 

Lys Ala Ser Thr 
255 

Ala Gly Val Gly 
270 

Leu Ala Lys Ser 
285 

Lys Asp Ser His 

Ser Pro lie Leu 
320 

Gin Asp Phe Val 
335 

Asn His Thr Lys 
350 

Val Leu Gly Lys 
365 

Gin Asn Lys Asn 

lie Glu Lys Ala 
400 

Ser lie Gin Ala 
415 

Asp Leu Gin Glu 
430 

Leu Ser Lys Met 
445 

Thr Leu Leu Glu 

Glu Val Glu Glu 
480 

Met Gly Ser Ala 
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A!, oly Oly V.! £ Pro ... v.! Asp oly V,l His Lys AX, II. Arg 
G1 u Oly Lys Thr L.u Arg s.r olu Leu s.r Arg Ala Mat s.r L.u His 
Pr „ Arg 0I» s.r Ph. L.u «» -I oln Ser Al, v.l OXu Lys L.u In 
A1 . P„. II. Arg Asp Pro Lys «P oly Al. ser Ala Val His Thr ser 
US Ol. om Thr ,.u Al. oln Lys oln Lys Phe val sar Asp L.u Thr 
M g H. Oln Thr ser Leu Ala Asp Trp Arg olu Arg W Oly L.u Ph. 
Olu Olu Thr ^ Leu Asn His II. val s.r Thr Asp Ph. V.l sar Arg 
ttr olu Ala Ph. L.u Asp Thr L.u Ly. Asn Val Ala olu Ala cys sar 
Leu olu Oln Al, V.1 Ala HI L.u Lys Asp cys Olu Asp Ala M.t Ly. 
HI Asp Lau Thr His III olu oln Ly. M.t Asn Pro Tnr olu II. olu 
s « Ala Arg olu III Ph. Lys oln Lau M.t olu olu L.u Ala oly II. 
Oln 01. Oln III Olu Oln II. Ala Arg Pro Ha Tyr olu olu oly Val 
sar Oly Lys Arg Lau L.u L.u Asn Thr val Pha sar His Pro olu Al. 
L.u III Ly. Lys val oln Ala Lys olu Thr Lau L.u olu Al, L.u Thr 
Zl G1 y Olu Oln Pro III Pro Thr Lys £. Lys Thr L.u Lys Gin L.u 
s.r Olu Oly cys III Tyr Ph. sar S.r Lau V,l s.r Lys II. Asn Ala 
v,l Lys Thr III Leu olu Oly s.r Arg Oly Lys Ly. II. Ala S.r oln 
M p II. Arg Oln L.u Ha oly Lau Thr Asp Olu L.u Al. L.u Ly. L.u 
s.r III Pha Oln Oln Asp sar L.u olu sar Lau Lau Tyr Oiy Lau Olu 
1% Lau S.r H. Pro Ala Al. S.r II. olu Oln Lys Lys oly Sar Pro 
Lys s.r sar Sar HI Al. olu Lys v,l v.l V Al, s.r HU oln Arg 
v,l Tyr Asn III v.l Lys Al, Lys v.l Asn Arg Thr Lau olu Al. Pha 
ser Oln Lau Ha Lys oly L.u Ar, oly s.r Lau Arg Asn Al. M.t Ha 
III Al. V.1 V.1 Al. S II. L.u s.r V.l Al. Ph. S.r cys L.u 
III ix. Al, Leu Ph. sir V,l Oln L.u Thr Trp Lau Pro II. «« La. 
cys V.1 Lau Al, Leu v,l L.u olu Al. II. Pro s.r Al, LJJ sar Ha 
Trp V.1 Olu Lys Arg Asn Trp Lys Tyr olu V.l Al. S.r L.u Al. Lys 
sar Trp III Arg M.t olu olu III Ph. Leu He oln II. Trp oly Ha 



930 

Lys lie Ser Ser He 
945 
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(2) INFORMATIONS POUR LA SEQ ID NO: 3 00: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 95 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lin£aire 

( i i i ) HYPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 04973 .. 3 06157 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 300: 



Arg 


Arg 


Cys 


Gly Ala Val 


Leu 


Arg 


Met 


Ala 


He 


Asp 


Gly 


Val 


Val 


He 


1 








5 










10 










15 




Lys 


Val 


Asp 


Asn 


lie 


Ala 


His 


Gin 


Asp 


Arg 


Leu 


Gly 


Leu 


Thr 


Ser 


Lys 








20 










25 










30 






His 


Tyr 


Arg 


Trp 


Ala 


He 


Ala 


Tyr 


Lys 


Tyr 


Ala 


Pro 


Glu 


Arg 


Ala 


Glu 






35 










40 










45 








Thr 


He 


Leu 


Glu 


Asp 


He 


Val 


Phe 


Gin 


Val 


Gly 


Lys 


Thr 


Gly 


He 


Leu 




50 










55 










60 










Thr 


Pro 


Val 


Ala 


Glu 


Leu 


Ala 


Pro 


Val 


Phe 


Leu 


Ser 


Gly 


Ser 


Arg 


Val 


65 










70 










75 










80 


Ser 


Arg 


Ala 


Ser 


Leu 


Tyr 


Asn 


Gin 


Asp 


Glu 


He 


Glu 


Lys 


Lys 


Asp 


He 










85 










90 










95 




Arg 


He 


Gly 


Asp 


Ser 


Val 


Tyr 


Val 


Glu 


Lys 


Gly 


Gly 


Glu 


Val 


He 


Pro 








100 










105 










110 






Lys 


He 


Val 


Gly 


He 


Asn 


Leu 


Ala 


Lys 


Arg 


Ser 


Leu 


Glu 


Ser 


GlU 


Pro 






115 










120 










125 








Trp 


Lys 


Met 


Pro 


Ser 


Leu 


Cys 


Pro 


Val 


Cys 


His 


Glu 


Pro 


Val 


Val 


Lys 




130 










135 










140 










GlU 


Lys 


Val 


Ser 


Val 


Arg 


Cys 


He 


Asn 


Pro 


Leu 


Cys 


Ser 


Gly 


Gly 


Met 


145 










150 










155 










160 


Leu 


Glu 


Lys 


He 


Cys 


Phe 


Phe 


Ala 


Ser 


Lys 


Ser 


Ala 


Leu 


Asn 


He 


Asp 










165 










170 










175 




His 


Leu 


Gly 


Glu 


Lys 


Val 


Val 


Thr 


Lys 


Leu 


Phe 


Glu 


Val 


Gly 


Leu 


He 








180 










185 










190 






Ser 


Ser 


Cys 


Ser 


Asp 


He 


Phe 


Ala 


Leu 


Thr 


Glu 


Glu 


Asp 


Leu 


Lys 


Gin 






195 










200 










205 








Val 


Pro 


Gly 


Phe 


Lys 


Asp 


Arg 


Ser 


He 


Gin 


Asn 


Leu 


Leu 


Ala 


Ser 


He 




210 










215 










220 










Ala 


Gly Ala 


Lys 


Lys 


Val 


Ala 


Leu 


Asp 


Arg 


Leu 


Leu 


Thr 


Ala 


Leu 


Ser 


225 










230 










235 










240 


He 


Pro 


Phe 


Val 


Gly 


Ser 


Ser 


Gly Ala 


He 


Ala 


Leu 


Ala 


Asp 


His 


Phe 










245 










250 










255 




Gly 


Thr 


Leu 


Asp 


Lys 


Val 


He 


Glu 


Ala 


Ser 


Leu 


Asp 


Glu 


Leu 


Met 


Ser 








260 










265 










270 






He 


Glu 


Gly 


He 


Gly 


Pro 


Lys 


Val 


Ala 


Ala 


Ser 


He 


Val 


Ala 


Phe 


Phe 






275 










280 










285 








Ser 


Lys 


His 


Glu 


Asn 


Arg 


Glu 


Glu 


He 


Arg 


Arg 


Met 


Gin 


Glu 


Leu 


Gly 




290 










295 










300 










Val 


Gin 


Val 


Leu 


Ser 


Lys 


Gin 


Ser 


Asp 


Lys 


Glu 


Ala 


Pro 


Leu 


Gin 


Gly 


305 










310 










315 










320 


Lys 


Val 


Phe 


Val 


Leu 


Thr 


Gly 


Thr 


Leu 


Gin 


Gin 


Met 


Thr 


Arg 


Thr 


Gin 








325 










330 










335 




Ala 


Glu 


Glu 


Arg 


He 


Arg 


Ser 


Leu Gly Gly 


Lys 


Val 


Ser 


Ser 


Ser 


Val 
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ser Lys ser Thr Tyr Ala Val He A Ia Gly Ser Glu Ala Gly Gly Lys 



345 3 50 



L eu Lys Lys Ala Gin Asp Leu Cly Leu Ser He Trp Asn Glu Ser Lys 



360 



Leu III Arg He Leu Asp Ala Lys Ser Val Ser 
385 390 395 



375 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 

(i) C ARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 128 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



( viii) POSITION DANS LE GENOME: complement (3 06111 - .306494) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 01: 
Asp ser Leu Lys Lys Ala Pro Glu Asp Leu Glu Val Arg Gly Glu Val 
Phe Leu Ser Tyr Glu Ala Phe Glu Glu Leu Asn Ala Cys Gin Arg Glu 
Gin Gly Lys Leu Glu Phe Ala Asn Pro Arg Asn Ala Ala Gly Gly Thr 



L eu Lys Leu Leu Ser Ser Lys Glu Ala Ala Lys Arg Lys Leu Asp Leu 
ser val Tyr Gly Leu He Thr Asp Gin Lys Lys Arg Ser His Phe Glu 



fsn Leu Gin Leu Cys Ser Gin Trp Gly Phe Phe Val Ala Gly Met Pro 

85 90 



L ys Gin cys Arg Ser Arg Gin Glu Val Val Glu Arg He Arg Glu He 

Glu Glu Met Arg Arg Ser Ala Pro Asp Gly Tyr Arg Trp ser Arg His 
115 120 125 

(2) INFORMATIONS POUR LA SEQ ID NO: 302: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 17 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement (306436 .. 306963 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 302: 

Met Gly Ala Val Ser Arg Asp Asp Tyr He Ala Leu Cys Thr Glu Leu 

5 10 
Val Glu His Asp Arg Arg Tyr Tyr Ala Leu Asn Gin Pro Thr He Ser 



20 25 
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Asp 


Tyr 


Ser 


Tyr 


Asp 


Met 


Lys 


Met 


Arg 


Glu 


Leu 


Gin 


Glu 


He 


Glu 


Val 






35 










40 










45 








Gin 


His 


Pro 


Glu 


Trp 


Lys 


Val 


Ser 


Trp 


Ser 


Pro 


Thr 


Met 


Tyr 


Leu 


Gly 




50 










55 










60 










Asp 


Arg 


Pro 


Ser 


Gly 


Gin 


Phe 


Pro 


Val 


Val 


Pro 


His 


Ser 


Ser 


Pro 


Met 


65 










70 










75 










80 


Leu 


Ser 


He 


Ala 


Asn 


Val 


Tyr 


Ser 


Leu 


Gin 


Glu 


Leu 


Glu 


Glu 


Phe 


Phe 










85 










90 










95 




Ser 


Arg 


Thr 


Glu 


Lys 


Leu 


Leu 


Gly 


Tyr 


Ser 


Pro 


Gly 


Tyr 


Ser 


Leu 


Glu 








100 










105 










110 






Leu 


Lys 


He 


Asp 


Gly 


He 


Ala 


Val 


Ala 


He 


Arg 


Tyr 


Glu 


Lys 


Arg 


Leu 




115 










120 










125 








Phe 


Ala 


Gin 


Ala 


Leu 


Ser 


Arg 


Gly 


Asn 


Gly 


Val 


Lys 


Gly Glu 


Asp 


He 




130 










135 










140 










Thr 


Ala 


Asn 


Val 


Ser 


Thr 


He 


Arg 


Ser 


Leu 


Pro 


Met 


Arg 


Leu 


Pro 


Gin 


145 










150 










155 










160 


Glu 


Gly 


Ser 


Arg 


Gly 


Ser 


Arg 


Ser 


Ala 


Arg 


Arg 


Ser 


Val 


Ser 


Phe 


He 








165 










170 










175 





(2) INFORMATIONS POUR LA SEQ ID NO : 3 03: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 59 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 0 6977 3 08773 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 03: 



Ser 


Gin 


Asn 


Ser 


Asp 


Met 


Asp 


Leu 


Trp 


Ser 


Arg 


Asp 


Val 


Leu 


Ala 


Glu 


1 








5 










10 










15 




His 


Arg 


Phe 


He 


Lys 


Lys 


Arg 


Tyr 


He 


Leu 


Lys 


He 


Leu 


Pro 


Ser 


Glu 








20 










25 










30 






Leu 


Ser 


Ser 


Ser 


Glu 


Asn 


Phe 


Met 


Arg 


Val 


Phe 


Gin 


Glu 


Val 


He 


Val 






35 










40 










45 








Gin 


Leu 


Ala 


Ala 


He 


Arg 


His 


Ala 


Ser 


Leu 


Val 


Ala 


He 


Glu 


Asn 


Val 




50 










55 










60 










Ser 


Arg 


Glu 


Gly 


Asp 


Arg 


Tyr 


Phe 


Val 


Val 


Thr 


Glu 


Glu 


Asn 


Gly Gly 


65 








70 










75 










80 


Thr 


He 


Ser 


Leu 


Ala 


Gin 


Tyr 


Leu 


Ser 


Gly 


Arg 


Lys 


Leu 


Ser 


Glu 


Glu 










85 










90 










95 




Glu 


Val 


Val 


His 


Leu 


He 


Gin 


Gin 


Leu 


Cys 


Asp 


Ala 


Leu 


Glu 


Leu 


Val 








100 










105 










110 






His 


Ser 


He 


Gly 


Leu 


Ala 


His 


Gly 


Gin 


He 


His 


Leu 


His 


Ser 


Val 


His 






115 










120 










125 








Val 


Ser 


Phe 


Phe 


Asn 


Gly 


He 


Ala 


Asn 


He 


Tyr 


Leu 


Pro 


Glu 


Val 


Gly 




130 










135 










140 










Phe 


Ala 


Ser 


Leu 


Leu 


Arg 


Glu 


Arg 


Met 


Phe 


Ser 


Thr 


He 


Met 


Gin 


Ser 


145 










150 










155 










160 


Gly 


Ser 


Ala 


Arg 


Glu 


Ser 


He 


Thr 


Arg 


He 


Arg Asp 


Leu 


Leu 


Met 


Phe 








165 










170 










175 




Glu 


Ala 


Pro 


Glu 


Glu 


Gin 


Glu 


Val 


Phe 


Gly 


Arg 


Glu 


Ala 


Asp 


Val 


Tyr 








180 










185 










190 






Ser 


Val 


Gly 


Val 


Leu 


Ala 


Tyr 


Tyr 


Leu 


Leu 


Val 


Gly 


Ser 


Phe 


Pro 


Trp 



1071 



oly s.r Phi Pro Lys Pro s.r « cys Mat Pro Asp s.r Trp Tyr Asp 
T rp Asp Gly P^ He L.u IS cys Leu Gin Gin Gin «, olu Al, «. 
Iro Lys cys Leu Arg olu JO. L.u «g Arg Ly. Thr ser Gly olu Gin 
L . u Gin val Thr Leu Asp s.r cys Arg olu Pro Leu Arg Olu „et olu 
XI. Glu Asp S£ P« Thr Glu Leu oly Pro Pro Ser «. L.u He Arg 
Glu Gly olu Arg Leu cys Glu V,! Lys Olu Olu Gin His ,1a Ph. Val 
L . u v.l Glu ,1. Lys S.r fie Asp Olu Ala Met val Thr Thr val Asp 
IS Olu Olu Olu Leu Glu ser s.r Olu Oly W Ala Asn Pro L.u olu 
s.r ,eu ,eu Ala Arg Olu Pro Val Val ser Ar 3 Tyr Val Olu val Olu 
Arg Olu Olu II. Ly, Pro olu Pro Leu L.u Thr olu M.t XI. Phe ,1. 
Olu Oly Gly Olu Ph. S.r Arg Oly s.r oly Asp oly ol„ Ar, Asp olu 
L .u HI val His Asn II. Thr L.u Pro oly Ph. Phe L.u Asp lie His 
Pro V.1 Thr Ash olu Gin Phe val Ar g Ph. L.u olu cys val oly s.r 
Olu 0!» Asp Olu is Tyr Asn Olu L.u ,1. Arg L.u Lys Asp s.r Arg 
„. oin Arg Ar, s.r oly Ar, L.u 11. II. olu Pro oly Tyr Al. Lys 
Hls Pr „ val Val oly Val Thr Trp Tyr oly Al. s.r s.r Tyr Ala Cys 
Trp £ Oly Lys Ar g L.u Pro s.r olu Ala olu Trp olu val Ala Al, 
IS Oly Oly Lys L.u "ly Leu Ar 3 Tyr Pro Thr oly olu olu lie Asp 
L ys s.r Lys Al. Asn Phe Ph. s.r s.r Asp Thr Thr Pro Val Met s.r 
Tyr Pro s.r III H. L.u oly L.u Tyr Asp M.t Al. oly Ash val Tyr 
Olu Trp cys oin Asp Trp Tyr IS Tyr Asp Ph. Tyr Olu S.r s.r Al. 
L .u Asp Pro Asp Al. Pro Leu oly Pro Pro oin OXy v.l Tyr Arg val 
Leu Arg Gly oly Cys Trp Lys s.r L.u Lys Asp Asp Leu Arg Al. 

His Arg His Arg Asn Asn Pro oly Al, He Asn s.r Thr Tyr Gly Ph. 

con 



580 

Arg cys Ala Lys Asp Val Lys 
595 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 02 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (309276 309881) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 3 04: 



Gly Gly 


Arg 


Leu 


Met 


Thr 


Thr 


Pro 


Asp 


Asn 


Asn 


Thr 


He 


Asp 


Val 


Ser 


1 








5 










10 










15 




Phe 


Pro 


Thr 


Phe 


Val 


Arg 


Leu 


Asn 


Val 


Ala 


Thr 


Thr 


Asp 


Leu 


Ala 


Asp 








20 










25 










30 






Gly Asn 


Lys 


Ser 


Asn 


Ala 


Val 


Thr 


He 


Thr 


Glu 


Thr 


Ala 


Thr 


Ala 


Asn 






35 










40 










45 








Tyr 


Val 


Asn 


Val 


Thr 


Gin 


Asp 


Leu 


Thr 


Ser 


Ser 


Thr 


Ala 


Lys 


Leu 


Glu 


50 










55 










60 










Cys 


Thr 


Gin 


Asp 


Leu 


He 


Ala 


Gin 


Gly 


Lys 


Leu 


He 


Val 


Thr 


Asn 


Pro 


65 










70 










75 










80 


Lys 


Ser 


Asp 


He 


Ser 


Phe 


Gly 


Gly 


Arg 


Val 


Asn 


Leu 


Ala 


Asp 


Asn 


Thr 










85 










90 










95 




He 


Thr 


Tyr 


Asn 


Pro 


Tyr 


Asn 


Asn 


Gly 


Gly 


Gly Glu 


Val 


Ala 


Phe 


Thr 








100 










105 










110 






Asp 


He 


Asn 


Ser 


Arg 


Gin 


Gly 


Lys 


Gin 


Tyr 


Val 


Pro 


Tyr 


Gly 


Leu 


Tyr 






115 










120 










125 








Lys 


Asn 


Gly 


Ala 


Pro 


Lys 


He 


Ser 


Met 


Arg 


Ser 


Ala 


Leu 


Ser 


Gly 


Gly 




130 










135 










140 










His 


Val 


Gly 


Ser 


Gly 


Asp 


Thr 


Arg 


Gly 


Trp 


Gly Ala 


Glu 


Val 


Leu 


Trp 


145 










150 










155 










160 


Asp 


Ala 


Tyr 


Thr 


Gin 


Gin 


Arg 


GlU 


Asp 


Leu 


Glu 


Asp 


Lys 


Ala 


Val 


Thr 








165 










170 










175 




Phe 


Ser 


Pro 


Ala 


Asn 


Arg 


Gly 


Lys 


Leu 


Tyr 


Phe 


Glu 


Ala 


Ser 


Leu 


Arg 








180 










185 










190 






Leu 


Pro 


Phe 


Cys 


Ser 


Val 


Ser 


Pro 


Ser 


Leu 















195 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 305: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 283 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (309872 310720) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 3 05: 

Glu Asp Asn Met Lys Lys Pro Val Phe Thr Gly Gly Ala Pro He Pro 

15 10 15 

Gly He Ser Thr Glu Glu Gly Thr Gly Val Lys Asp Gin Asn Leu Trp 

20 25 30 

Met Arg Asn Ala Thr Leu Lys Val Glu Gly Asp Ala Thr He Asp Asp 

35 40 45 

Thr Leu Thr Ser Arg Asp Leu Lys Val Thr Gly Pro Thr He His Thr 

50 55 60 

Asp Leu Asp Leu Ser Val Gly Gly Asp Val Lys Gly Gly Arg Thr Val 
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75 80 



Su Gly Qlu Thr Val Leu Glu Oly Asp Phe Asn He Lys cys Asn Gin 
G1 y cm Val Pro Gin Phe Thr Asn Leu Ser Asp Pro Leu Ser Ala Arg 
ASP Ala Ue Thr Phe Asp Tyr Tyr Arg Asp Arg ser Thr Gin Ala Tyr 
A sn cys Ala Thr His Arg Asn Gly Ala Leu Val Lys Oly Asn Arg Phe 
He Asp Leu Arg Met His Asn He Asp Asp Ser Glu Ser Tyr Thr Pro 
Me 5 t ^ Gin Asn Arg Pne Tyr Trp Lys Asp Asn Asp Gin Lys Lys Leu 
*yr Leu Lys Ser Pro Gly Xle ^r Gin Val Ala Phe Gin He Phe Arg 
Ser Gly Gly iyr His Ser Gly Asn Glu Asp Pro Thr II. Phe Leu Arg 
L eu Tyr Thr Ser Ala Tyr Glu Tyr Thr Asn Leu Cys Thr Gly Asp Thr 
Arg Gly Phe Asn Pro Glu His Thr Thr Asn Thr Ser Leu Tyr Ser lie 
III ser He Pro Ser He Gly Asn Glu His Pro Phe Xle Gin Val Phe 

. 24 ^ * Tno ll3 Tvr Ser Met lie Asn Val lie Trp 
Thr Lys He His Val Asn He Ala Tyr ser Me ^ 

Phe Pro Phe Gly Ser Ser Tyr Lys Glu Ala Asp 

280 



(2) INFORMATIONS POUR LA SEQ ID NO: 306: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 285 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



( viil, POSITION DANS LE GENOME : complement (310716 .. 311570) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 306: 
Met Ser Asp Ser Asp Lys He He Asn Asp Cys Arg Phe Asp Phe Asn 
Jnr Thr Val His Gly Asp Leu Leu Ala Ser Asn Leu Thr Thr Glu Gly 
ASP Val Thr 111 Lys Ser He Ser Ala Lys Glu Ser Phe Ser Val Lys 
Arg L ys Val Asp Val Asn Glu Asn Asp He He Val Asn Gly Phe Thr 
Oly aL Ala Gly Tyr Asp Leu Thr Thr Arg Gly Lys He Ser He Asn 
Su Asn Gly Asn Arg Leu ser Asn Val Lys cys Pro Glu Lys Asp Ser 
Gin Pro Val Pro Ala Asn Tyr He Arg Thr Pro Glu Tyr Tyr Phe Cys 

ser Leu Gin Asp Gly Ala Arg He Glu Trp Lys Arg Gly Gin Lys Leu 

120 
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Pro 


Leu 
130 


lie 


Gly 


Pro 


Ser 


Arg 
135 


Leu 


Val 


Tyr 


Gin 


Ser 
140 


Ser 


Arg 


He 


Asn 


Glu 


Phe 


He 


Arg 


Phe 


Val 


Ser 


Phe 


Glu 


Glu 


Asn 


Lys 


Thr 


Arg 


Thr 


Gin 


145 










150 










155 










160 


Val 


Lys 


He 


Asn 


Leu 


Ser 


Gly 


Thr 


Thr 


Gly 


Leu 


Gin 


Met 


Leu 


Ala 


Lys 








165 










170 










175 




Gly Val 


Tyr 


He 


He 


Asn 


Val 


Gly 


Val 


Gly 


Lys 


Arg 


Trp 


Gly 


Trp 


Asn 








180 










185 










190 






Asn 


Gly 


Tyr 
195 


Gly 


Gly 


Asp 


Tyr 


Cys 
200 


Leu 


Ala 


Val 


Pro 


Leu 
205 


Gly 


Lys 


Glu 


Tyr 


Ser 


Glu 


Ser 


Ser 


Thr 


Phe 


Ser 


Arg 


Gly 


Gly Tyr 


Tyr 


Ala 


Ser 


Thr 


210 










215 










220 










Ala 


Val 


Gly 


Thr 


Ala 


He 


His 


He 


Arg 


Lys 


Glu 


Ser 


Thr 


Asn 


Pro 


Asp 


225 








230 










235 










240 


Gly 


Pro 


Phe 


Ser 


Ser 


Ser 


Asp 


Thr 


Glu 


Leu 


Met 


Lys 


Thr 


Leu 


Leu 


Glu 








245 










250 










255 




Val 


Arg 


Tyr 


Lys 
260 


Gly 


Gly 


Asp 


Tyr 


Val 
265 


Asp 


Lys 


Ser 


Ala 


Leu 
270 


Ser 


Thr 


Leu 


Tyr 


Phe 
275 


Gly 


Val 


Leu 


Val 


Tyr 
280 


Pro 


Glu 


He 


Gly 


Gly 
285 









(2) INFORMATIONS POUR LA SEQ ID NO : 3 07: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 160 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 11972 .. 3 12451 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 3 07: 



Leu 


He 


Leu 


Arg 


Met 


Arg 


Arg 


Asp 


Arg 


Lys 


Glu 


Leu 


Met 


Leu 


Lys 


Lys 


1 








5 










10 










15 




Pro 


Asn 


Arg 


Asn 


Asp 


Pro 


Cys 


Pro 


Cys 


Gly 


Ser 


Gly 


Lys 


Lys 


Tyr 


Lys 








20 










25 










30 






Gin 


Cys 


Cys 


Leu 


Lys 


Xaa 


Gin 


Ala 


Leu 


Thr 


Ala 


Arg 


His 


Thr 


Pro 


Glu 




35 










40 










45 








Gly 


Lys 


Phe 


Lys 


Phe 


Ser 


He 


Thr 


Ala 


Ser 


Pro 


Ala 


Ala 


Gly Ala 


Ser 


50 










55 










60 










Thr 


Glu 


Gly 


Phe 


Thr 


Lys 


Leu 


Phe 


Arg 


Gin 


Ser 


Val 


Asp 


Ser 


Tyr 


Thr 


65 








70 










75 










80 


Ser 


Glu 


Gin 


Lys 


Glu 


Gly Met 


Ser 


Arg 


Phe 


Leu 


He 


Thr 


Lys 


Asn 


Lys 










85 










90 










95 




Glu 


Pro 


He 


Gly 


Lys 


Arg 


Ala 


He 


Arg 


Lys 


Ala 


Lys 


Ala 


Lys 


Glu 


Glu 








100 










105 










110 






Arg 


He 


He 


Ser 


Glu 


Lys 


Leu 


Ser 


Gin 


His 


Glu 


Phe 


Gin 


Val 


Met 


Asp 




115 










120 










125 








Thr 


Glu 


Val 


Ser 


Gly 


Glu 


Asp 


He 


Gin 


Ser 


Ser 


Leu 


Asp 


Tyr 


Glu 


Gin 




130 










135 










140 










Phe 


Leu 


Pro 


Thr 


Glu 


Glu 


Asp 


Tyr 


Arg 


Val 


Gin 


Lys 


Glu 


Glu 


Asp 


Ser 


145 










150 










155 










160 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 08: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 310 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 313435 .. 314364 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 308: 

Phe Tyr Arg Asn Thr Gin Lys Tyr Phe Met Tyr Val Arg Ser lie Phe 

Phe ser lie He Ala Phe Leu Thr Val Gly Cys Ser Phe Ser Pro Pro 

Olu Ser Gly Leu lie He Ala lie His Asp Asp Pro Arg Ser Leu Ser 

Pro Glu Lys Gly Glu Asn Ala IL His Phe Ser Leu Ser Lys Ala Leu 

Phe aL Thr Leu Phe Arg Glu Glu Leu Ser Gly Leu Thr Pro Ala Leu 

Val ser Ser Tyr Gin He ser Glu Asp Gly Arg Phe Tyr Arg Phe Cys 

85 

He Arg Lys Asp Ala Lys Trp Ser Ajp Gly Ser Leu Leu Leu Ala Glu 
ASP Val He "la Ala Trp Glu His Thr Lys Gin Ala Gly Arg Tyr Ser 



L eu Leu III Glu Lys Leu Ser Phe Arg Ala Ser Ser Ser Ser Glu He 



120 



135 



140 



L eu lie Glu Leu Lys Glu Pro Glu Pro Gin Leu Leu Ala He Leu Ala 



150 



III Pro Phe Phe Ala £i Tyr Arg Pro Glu Asn Pro Phe Leu Ser Ser 
Gly Pro Phe Met Pro Lys Thr Tyr Val Gin Gly Gin Thr Leu Val Leu 
Gin Lys Asn Pro Tyr Tyr Tyr Asp His Ala His Val Glu Leu His ser 
He Asp Phe Arg He He Pro Asn He Tyr Thr Ala Leu His Leu Leu 
Arg Arg Gly Asp Val Asp Trp Val Gly Gin Pro Trp His Gin Gly He 
III Phe Glu Leu Arg III Thr Ser Ala Leu Tyr Thr His Tyr Pro Val 
Asp Gly Thr Phe HI Leu He Leu Asn Pro Lys Asp Pro Val Leu Ser 



Ser Leu Ser Asn Arg Gin Arg Leu He Ala Ala He Gin Lys Glu Lys 
L eu val Lys Gin Ala Leu Gly Thr Gin Tyr Arg Val Ala Glu Ser Leu 

290 295 
His Leu Gin Arg Glu Ser 
305 310 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 

(i) CARACTERISTIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 133 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 314340 314738 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 309: 



Lys 


Ser 


Pro 


Ser 


Pro 


Glu 


Gly 


He 


He 


Ala 


His 


Gin 


Glu 


Ala 


Ser 


Thr 


1 








5 










10 










15 




Pro 


Phe 


Pro 


Gly 
20 


Lys 


He 


Thr 


Leu 


He 
25 


Tyr 


Pro 


Asn 


Asn 


He 
30 


Thr 


Arg 


Cys 


Gin 


Arg 


Leu 


Ala 


Glu 


Val 


Leu 


Gin 


Glu 


Gin 


Cys 


Arg 


Asp 


Ala Gly 




35 










40 










45 








He 


Gin 
50 


Leu 


Thr 


Leu 


Glu 


Gly 
55 


Leu 


Glu 


Tyr 


His 


Val 
60 


Phe 


Val 


Gin 


Lys 


Arg 


Ala 


Thr 


Gin 


Asp 


Phe 


Ser 


Val 


Ser 


Thr 


Ala 


Thr 


Ser 


He 


Ala 


Phe 


65 










70 










75 










80 


His 


Pro 


Leu 


Ala 


Lys 
85 


Ser 


Lys 


Phe 


Asp 


Gin 
90 


Thr 


Ala 


Leu 


Asp 


Asn 
95 


Phe 


Thr 


Cys 


Leu 


Pro 


Leu 


Tyr 


His 


He 


Glu 


Tyr 


Asp 


Tyr 


He 


Leu 


Ser 


Arg 






100 










105 










110 






Pro 


Leu 


Asp 
115 


Gin 


He 


Val 


His 


Tyr 
120 


Pro 


Ser 


Gly 


Ser 


Val 
125 


Asp 


Leu 


Thr 


Tyr 


Ala 
130 


His 


Phe 


His 

























(2) INFORMATIONS POUR LA SEQ ID NO : 310: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 62 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 3 14741 3 15526 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 310: 



Thr 


Lys 


Pro 


He 


Phe 


Phe 


Ser 


Leu 


He 


Glu 


Gin 


Asp 


Glu 


Arg 


Leu 


Thr 


1 






5 










10 










15 




Pro 


Leu 


Ser 


Tyr 


Glu 


Pro 


Gin 


Val 


Glu 


Ser 


Ser 


Leu 


Gin 


Val 


Val 


Arg 








20 










25 










30 






Ser 


He 


Glu 


Asn 


Ala 


Ser 


Gly 


Leu 


Gly 


Ser 


Asp 


Ala 


Gin 


Pro 


Leu 


Gin 






35 










40 










45 








Glu 


Leu 


Phe 


Arg 


Lys 


Leu 


Leu 


Leu 


Leu 


His 


Glu 


Gin 


Gly 


Pro 


Leu 


Ala 




50 










55 










60 










Tyr 


He 


Gly 


Leu 


Val 


Trp 


Asn 


Phe 


Ala 


Asn 


Arg 


Phe 


Gly Gly 


Gly 


He 


65 








70 










75 










80 


Leu 


Glu 


Pro 


Lys 


Arg 


Leu 


Ser 


Arg 


Asp 


Gly 


Lys 


Asn 


Leu 


Leu 


Glu 


Leu 










85 










90 










95 




Leu 


His 


Ala 


Leu 


Ala 


He 


Pro 


Val 


Asp 


Leu 


Ser 


His 


Cys 


Ser 


Asp 


Pro 








100 










105 










110 






Leu 


Ala 


Asp 


Asp 


He 


Leu 


Asp 


Phe 


Thr 


Ala 


Asp 


Lys 


Met 


Pro 


Asp 


Met 



1077 



Ph . Val E Ala C HI. s.r Asn « «, M. VJJ - « »• «" 
Ar 3 « -> »P Val His Ala W. 3!U XI. «- «. «P 

145 * iw Val Asn Tyr Phe Val Gly Ala Ser Leu Glu 

Val He Gly Leu Asn Gly Val Asn ryr ^ 17g 

16 - 5 Tio at a His Ala Gin Glu Leu Gly He Leu Asp 
Asp He Lys Lys His He Ala His Ala igQ 

180 DVlo Tvr Thr Glu Glu Glu Lys Phe 

Ser Leu Val Leu Gly Thr Asp Phe Phe Tyr Thr ^ 

I 95 , t hot, Hi«? Pro Lvs Leu His Ala Leu 

Phe Pro Asn Phe Ser Thr Ala Lys Asp His L^ 

210 tZ 3 A ^ Tv _ Ala Gln ser Leu Leu Glu Glu 

Ile Lys Glu Ala lie Pro He Asp Lys Ala Gin ^ 

225 230 _ aT ._ Val va i ser Ala Gin Lys Lys Val 

Arg Ala Gin Arg Phe Leu Asn Arg Val vai ^ 



245 

Val Asn His Ile Ala Phe 
260 



(2 ) INFORMATIONS POUR LA SEQ ID NO : 311: 

(i ) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 281 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION : lineaire 

(iii) HYPOTHETIQUE : oui 

(viii . POSITION DANS I.E GENOME: compl.m.nt ,315665 .. 31650! ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEO ID NO, 311: 
V,! Phe s.r Sin sin He slu olu S.r II. W «Y «» ^ - 
Al, Phe Pro Thr Lp Thr val * Sly - «»Y V" S « H1S 
« Asp Ala Asp =m Arg Leu Ph. - - Lys His « s.r « «- 
W s Ala lL s.r v.l Tyr v,l s.r S.r Leu slu slu « «- -1 
Ala sin sin s.r L.u sly Ala Ser s.r Ar, Lys He He sin »• 
L L Pro sly Pro L.u Thr L.u He «r Lys HI, Asn Asn Pro „ Ph. 
Pro sin Lys Tnr S. Sly P»e Ar, II. val « «is Pro lie Val sin 
Gin II. II. Ill Lys -I Sly Pro Ph. Leu Ala Thr s.r Ala Asn L.u 
s.r Sly S Pro ser Ala val s.r Ala Asp slu VJl Lys sin Asp Phe 
Pro s'lu slu Asp lie val £t H. S.r sly slu cys s.r H. cly Leu 
S£ s.r Thr val II. Asp Pro slu slu Ar ? II. Val Tyr Aro slu sly 

1 ? 5 ^ tio riu Thr Val Leu Gly Ala Pro Cys Ala 
Ala He Ser He Ala Glu He Glu Thr vai u x ^ q 

180 18b 
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Asn Leu Ser Lys Glu Leu Gly Phe Arg Glu Lys He Gly He His Val 

195 200 205 

Val Lys Thr Pro Ala Asp Leu Cys Ser Phe Leu Leu Ser Arg Pro His 

210 215 220 

Phe Lys Gly Val He Cys His Gin Pro His Pro His Thr Phe Tyr Ser 
225 230 235 240 

Val Leu Arg Gin Ala Leu Arg Ser Pro Thr Gin Glu He He Phe Val 

245 250 255 

Tyr Asp Leu Cys Asn Thr Glu Tyr Pro He Leu Ser Arg Phe Leu Gly 

260 265 270 

Val Ser Tyr Asp Ser Gly Tyr Ala Leu 
275 280 



(2) INFORMATIONS POUR LA SEQ ID NO : 312: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 23 2 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETI QUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 16529 3 17 224 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 312: 



Arg 


Lys 


Leu 


Ala 


Gly 


lie 


Glu 


Phe 


He 


Glu 


Cys 


Pro 


Gly Asp 


Pro 


Glu 


1 






5 










10 










15 




Ala 


Pro 


Val 


He 


He 


Phe 


Cys 


His 


Gly 


Tyr 


Gly Ala 


Ser 


Ala 


Asp 


His 








20 










25 










30 






Leu 


Thr 


Phe 


Phe 


Pro 


Thr 


Met 


Cys 


Val 


Cys 


Ala 


Asn 


Leu 


Arg 


Pro 


Thr 






35 










40 










45 








Trp 


Val 


Phe 


Pro 


His 


Gly 


He 


Glu 


Gin 


Leu 


Pro 


Tyr 


Gin 


Leu 


Gly 


Gly 


50 










55 










60 










Gly 


Arg 


Ala 


Trp 


Phe 


Pro 


Leu 


Asp 


Thr 


Val 


Leu 


Phe 


Glu 


Lys 


Leu 


He 


65 








70 










75 










80 


Ser 


Ser 


Gin 


Glu 


He 


Thr 


Pro 


Asp 


Thr 


Asp 


Arg 


Leu 


Tyr 


Gin 


Gin 


Leu 










85 










90 










95 




Leu 


Asp 


Val 


Asp 


Phe 


Glu 


Lys 


Pro 


Lys 


Gin 


Ala 


Leu 


Glu 


Gly 


Leu 


He 






100 










105 










110 






His 


Glu 


Leu 


Glu 


Arg 


Asp 


Arg 


Ser 


Glu 


Val 


He 


He 


Gly 


Gly 


Phe 


Ser 






115 










120 










125 








Gin 


Gly Ala 


Met 


Met 


Thr 


Thr 


His 


Leu 


Met 


Leu 


Ser 


Ser 


Arg 


Leu 


Pro 




130 










135 










140 










Tyr 


Arg 


Gly Ala 


Leu 


He 


Cys 


Ser 


Gly 


Ala 


Ala 


Val 


Pro 


Asn 


Gin 


Ser 


145 










150 










155 










160 


Trp 


Glu 


Glu 


Asn 


Ala 


Ser 


Leu 


Cys 


Gly 


Lys 


Thr 


Pro 


Tyr 


He 


Gin 


Ser 








165 










170 










175 




His 


Gly 


Tyr 


Asp 


Asp 


Pro 


He 


Leu 


Pro 


Tyr 


Phe 


Leu 


Gly 


Glu 


Arg 


Leu 








180 








185 










190 






Tyr 


Lys 


Val 


Leu 


Thr 


Ala 


Ser 


Leu 


Lys 


Gly 


Glu 


Met 


Val 


Ser 


Phe 


His 


195 










200 










205 








Gly 


Gly 


His 


Glu 


He 


Pro 


Val 


Val 


Met 


Met 


Gin 


Lys 


He 


Gin 


Glu 


Ser 


210 










215 










220 










He 


Ala 


Leu 


Trp 


Ser 


Gin 


Ser 


Thr 


















225 










230 
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(2) INFORMATIONS POUR LA SEQ ID NO: 313: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

A) LoSuEUR: 85 acides amrnes 

cr\ TYPE: acide amine 

\l) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITI0S D»s „ a— . 

u «„ ». « - «. - - - - - - - ^ °; Giy 

20 „. aw Glu Ser Leu Asp Tnr ^J-Y 

Lvs Ser val Val Ala He Gin Ala Gly Gi 

« M fr tro ser lie Thr Ala Cys Leu Gly Arg 

Glu Leu Ala Trp Glu Glu Met Pro 

50 *i» cm Ala Tyr Ser Phe Leu Ser Val ser v 

Glu Gly He Asp Ala Gin Ala xy 75 



70 

Asp Ala Arg He Glu 

o b 



< 2) INFORMATIONS POUR LA SEQ ID NO: 314: 

m CARACTERISTIQUES DE LA SEQUENCE : 

* LONGUEUR: 324 acides amines 

|D\ TYPE: acide amine 

Jd, CONFIGURATION: lineage 

(iii) HYPOTHETIQUE: oui 

, vlil) ^TK- 0»S LE — , 

DE SCRIPTIO» DE » SEQUENCE ; SE 0 ID ». >1- 

, Lv s He Trp Oly «» »« ° 1U ^ if 
R sn ser Leu Dys W 110 lrp * 10 i? 

1 , „et v,l ser «» MP -» "» ^ "* "° 

Mn HU ^ «. » -» * ^ « ^ =ly 

- «v •» = v » g * sm Mi ^ _ Qly 

Tvia Phe cys Phe Ala Gin Gly Pro bo 
£ L o n Hi. - - - - « fo V - - «* P f ^ 

T. L ser M » s. » u. - s - - - M * s 7 
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Leu 


Arg 


Gly 


Asn 


Lys 


Pro 


Ser 


Thr 


Cys 


Asp 


Thr 


Val 


Met 


Met 


Ser 


Cys 




130 










135 










140 










Leu 


He 


Gly 


Cys 


He 


Ser 


Leu 


Val 


Cys 


Gly Ala 


Met 


Phe 


Val 


Ala 


He 


145 










150 










155 










160 


Val 


Ser 


Cys 


Ala 


Val 


Lys 


He 


Ser 


Arg 


He 


Val 


Arg 


Thr 


Met 


Thr 


Gin 








165 










170 










175 




Ala 


His 


Ala 


Leu 


Arg 


Glu 


Thr 


He 


Gin 


Arg 


Gin 


Leu 


Ala 


Ala 


Arg 


Ala 








180 










185 










190 






Thr 


Asp 


Met 


Arg 


Ser 


Ala 


Tyr 


Ser 


Lys 


Leu 


Lys 


Gly 


He 


He 


Ala 


He 






195 










200 










205 








Arg 


Ala 


Leu 


Asn 


Glu 


Val 


Glu 


Arg 


Gly 


His 


Arg 


Lys 


Leu 


Arg 


Asn 


Lys 


210 










215 










220 










Met 


He 


Thr 


Ala 


Phe 


Val 


Ala 


Asn 


Ala 


Leu 


He 


Thr 


Leu 


Ala 


Phe 


Cys 


225 










230 










235 










240 


Ala 


Leu 


Leu 


Ala 


Ser 


Ala 


Val 


He 


Ala 


Ala 


Phe 


Phe 


Leu 


Gly Ala 


Ala 










245 










250 










255 




Ser 


Ala 


Gly 


Leu 


Ala 


Ser 


Val 


Phe 


Phe 


Gly 


Cys 


Leu 


Trp 


Gly 


Gly 


He 






260 










265 










270 






Gly 


Ala 


Leu 


Ala 


Val 


Gly 


Val 


Leu 


Val 


Gly 


He 


Val 


Ser 


Gly 


He 


Cys 




275 










280 










285 








Gin 


Arg 


Asn 


Tyr 


Lys 


Val 


Glu 


Leu 


Arg 


Gly 


Val 


Phe 


Ser 


Glu 


Val 


Leu 




290 










295 










300 










Phe 


Met 


Arg 


Leu 


Phe 


Leu 


Arg 


Lys 


Cys 


Ser 


Asp 


Ser 


Leu 


Lys 


Asn 


Ser 


305 








310 










315 










320 


Leu 


Lys 


Met 


Val 



























(2) INFORMATIONS POUR LA SEQ ID NO : 315: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 92 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 17599 3 17874 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 315: 



Leu 


Arg 


Trp 


Gin 


He 


Pro 


Glu 


Thr 


Met 


Pro 


Thr 


Lys 


Thr 


Pro 


Thr 


Ala 


1 




5 










10 










15 




Lys 


Ala 


Pro 


Met 


Pro 


Pro 


His 


Lys 


His 


Pro 


Lys 


Lys 


Thr 


Leu 


Ala 


Ser 






20 










25 










30 






Pro 


Ala 


Leu 
35 


Ala 


Ala 


Pro 


Lys 


Lys 
40 


Asn 


Ala 


Ala 


He 


Thr 
45 


Ala 


Glu 


Ala 


Asn 


Lys 
50 


Ala 


Gin 


Lys 


Ala 


Ser 
55 


Val 


Met 


Ser 


Ala 


Phe 
60 


Ala 


Thr 


Lys 


Ala 


Val 


He 


He 


Leu 


Phe 


Leu 


Asn 


Phe 


Arg 


Trp 


Pro 


Leu 


Ser 


Thr 


Ser 


Leu 


65 










70 










75 










80 


Arg 


Ala 


Leu 


Met 


Ala 


He 


Met 


Pro 


Leu 


Ser 


Leu 


Glu 
















85 










90 















(2) INFORMATIONS POUR LA SEQ ID NO: 316: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 



1081 



,rn ncid.es amines 
i p,\ LONGUEUR: 157 aciae* 
r> TYPE: acide amine 

CONFIGURATION: linaaxre 

(iii) HYPOTHETIQUE: oui 

,„„ description ™ - ~ « » *»™ Giy Gly 

T1 „ Pln c er Lys Glu lie -* 
Gly «u - « .» - * ^ », Glu 

L. « - - « - - - £ - ^ » Aia val 

nc(vs Ar g Glu Glu Thr Ala Glu Lys 
XX. cys cys Arg ^ ^ ^ ^ ^ Ser 

60 ile His Asn ^ 
50 T on lie Arg Leu He Ala cys Ala He h 8o 

XXa Val Trp Leu Leu lie „ ^ ^ ^ 

65 *i» ser Glu Arg Val Asn Phe Phe Pro ^ 

cys ser Pro Ala Ser ^ ^ ^ 

m,i TriD Phe Ser Leu He Pro v* 11Q 
At8 „. =!U Trp , o5 ^ oly Hl „ Lau 

U. ,1, V,I V,l P« W »» 125 s „ 

115 Gl _ ser pro Trp Met Leu Leu 

Asp ser Leu Val Cys Ala Met Gin 14Q 

130 qer l\l Le u Lys He Val Met Val 

L eu Arg Leu Asn Arg Ser Glu Le y ^ 



150 

145 



(2) INFORMATIONS POUR I* SE0 - 10 3 " ' 

IK) LONGUEUR: 267 aciae* 

' TYPE: acide amine 
S CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 319342 .. 320142 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 

Lvs Pro Ala Ser Asn Ser Ser Arg Asn T*r Lys Arg 
Met ser Arg Lys Pro ^ ^ 

1 «w r ser Trp Glu Val He Ala Gin Asp Tyr ^ 

25 Leu pro ASI1 Leu 

ASP Arg Asp Giy His P*e Tyr His Lys 

35 reu His He Ser Arg Ser Ser Ser Leu Val Asp V 
Leu ser Lys Leu His 60 prQ 

50 , Tl . Glu Lys His Leu Pro Lys Tyr 

cys Giy Gin Giy He Leu Glu y 75 
« , * » Leu ser Pro Ser Leu Leu Arg Phe Ala Lys Ly 

Leu Gly He Asp Leu ser 9Q 
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Ala 


Ser 


Ser 


Lys 


Ser 


Arg 


Arg 


Phe 


Leu 


His 


His 


Asp 


Met 


Thr 


Gin 


Pro 








100 










105 










110 






Val 


Pro 


Ala 


Asp 


His 


His 


Glu 


Gin 


Phe 


Ser 


His 


Xaa 


Thr 


Ala 


He 


Leu 






115 










120 










125 








Ser 


Xaa 


Gin 


Xaa 


Met 


Glu 


Ser 


Pro 


Glu 


Gin 


Ala 


He 


Ala 


His 


Thr 


Ala 




130 










135 










140 










Asn 


Leu 


Leu 


Ala 


Pro 


Gin 


Gly 


Arg 


Leu 


Phe 


He 


Val 


Leu 


Asn 


His 


Pro 


145 










150 










155 










160 


Cys 


Phe 


Arg 


He 


Pro 


Arg 


Leu 


Ser 


Ser 


Trp 


Leu 


Tyr 


Asp 


Glu 


Pro 


Lys 








165 










170 










175 




Lys 


Leu 


Leu 


Ser 


Arg 


Lys 


He 


Asp 


Arg 


Tyr 


Leu 


Ser 


Pro 


Val 


Ala 


Val 






180 










185 










190 






Pro 


He 


Val 


Val 


His 


Pro 


Gly 


Glu 


Lys 


His 


Ser 


Glu 


Thr 


Thr 


Tyr 


Ser 






195 










200 










205 








Phe 


His 


Phe 


Pro 


Leu 


Ser 


Tyr 


Trp 


Val 


Gin 


Ala 


Leu 


Ser 


Asn 


His 


Asn 




210 










215 










220 










Leu 


Leu 


He 


Asp 


Ser 


Met 


Glu 


Glu 


Trp 


He 


Ser 


Pro 


Lys 


Lys 


Ser 


Ser 


225 










230 










235 










240 


Gly 


Lys 


Arg 


Ala 


Arg 


Ala 


Glu 


Asn 


Leu 


Ser 


Arg 


Lys 


Glu 


Phe 


Pro 


Leu 








245 










250 










255 




Phe 


Leu 


Phe 


He 


Ser 


Ala 


Leu 


Lys 


He 


Ser 


Lys 













260 265 



(2) INFORMATIONS POUR LA SEQ ID NO : 318: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE : 

(A) LONGUEUR: 318 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 32 0544 3 21497 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 318: 



Phe 


Leu 


Cys 


Leu 


Leu 


Leu 


Gly 


Arg 


Tyr 


Ser 


Asp 


Ala 


Thr 


He 


Phe 


Arg 


1 








5 










10 










15 




Ser 


Gly 


Leu 


Asn 
20 


Lys 


He 


Phe 


Cys 


Ser 
25 


Gly 


He 


Thr 


Gin 


Ala 
30 


Ser 


Leu 


Lys 


Arg 


Leu 


He 


Ser 


Tyr 


Leu 


Val 


He 


Thr 


Leu 


Val 


Ser 


Pro 


Met 


He 


35 










40 










45 








Phe 


He 
50 


He 


Val 


Cys 


Gly 


Ser 
55 


Trp 


He 


Tyr 


He 


Thr 
60 


Gin 


He 


Leu 


Pro 


He 


Asn 


Tyr 


Pro 


Gin 


Leu 


Phe 


Ser 


Phe 


Ser 


His 


Ser 


Met 


Ala 


Phe 


He 


65 








70 










75 










80 


Tyr 


He 


Val 


Ser 


Arg 


Leu 


Leu 


Pro 


Tyr 


Ala 


Leu 


Leu 


Tyr 


Gly 


He 


Leu 








85 










90 










95 




Phe 


Cys 


Cys 


Tyr 


Ala 


Phe 


Leu 


Ser 


Arg 


Val 


Pro 


Thr 


Lys 


Lys 


Ser 


Ala 






100 










105 










110 






Ala 


Phe 


Phe 
115 


Ala 


Ala 


Thr 


He 


Ala 
120 


Gly 


Ser 


Ala 


Trp 


He 
125 


Leu 


Ser 


Gin 


Lys 


He 


Phe 


Phe 


Cys 


Leu 


Gin 


Leu 


His 


Leu 


Phe 


Asn 


Tyr 


Ser 


Phe 


Thr 


130 










135 










140 










Tyr 


Gly 


Ala 


Leu 


Val 


Ala 


Leu 


Pro 


Ser 


Phe 


Leu 


Leu 


Leu 


Leu 


Tyr 


Leu 


145 








150 










155 










160 


Tyr 


Ala 


He 


He 


Tyr 


Leu 


Phe 


Gly 


Gly 


Ala 


Leu 


Thr 


Phe 


Leu 


Phe 


Gin 
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165 r Tie Pro Lys Glu Glu He Phe Pro Ser 

A sn Lys Gly Phe Ser He Leu He Pro 

180 , ^ Va i Leu Ser Leu He inr 

ser Tyr Phe Lys Phe lie Leu Cys Val Tyr ^ 

195 Rla Leu Pro Pro Pro Ser Ala Asn Tyr Leu Ala 

Glu His Phe Asp Asn Ala Leu 

As n £! Ala Lys Ala Ser XX. QlY Olu Tfcr Ser Gin Cys 

225 rl civ Met He Leu Lys Tyr Lys Glu Gly Tyr Lys Pro 

L eu Glu Ar 9 Glu Gly ^ ^ 

ser His Asn He - ^ Leu H, a „ ^ _ 

He Gin Asp Ala Leu Thr His lie L 3QQ 

290 t„u Ser Glu He Ala Lys Lys Val Asn Ser 

His Asn Leu Ser Leu Ser Glu 3l5 

305 

(2) INFORMATIONS POUR LA SEQ ID NO: 319: 

M, CARACTERISTIQUES DE LA SEQUENCE : 

J SSgUEUR: 151 acides amxnes 

i-d\ TYPE: acide amine 

( ( D) CONFIGURATION: lineaxre 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME 321485 .. 321937 
(xi) DESCRIPTION DE LA SEQUENCE SEQ ID NO: 319: 

ser Glu Phe Me, Lys Arg Ser Pro Trp Tyr Lys He ~ - 
Cr Leu Leu Val Gly Val Pro Leu Ala Leu Leu Ala Leu Leu Pro Ly 

20 c rlv L ys Tyr Leu Phe Leu Ser Val Leu Asn 

Phe Leu Ser Ser Glu Ser Gly Lys Ty 

35 mr, rvs Glu lie Glu Gin Leu His Leu Ser Trp 

tw« rlu Thr Gly Leu Gin Cys Giu j.i 

IE— — — ^"•"""TE 

l « «. xx. « s. - - - sr - ~ : s : : s - 

85 — _ Thr Leu inr ^-i-y 

Pro Arg Leu Leu Leu Tyr Arg Phe Pro Lys Ala ^ 

£° He Asp Glu Ser Leu Ser Met Asn Ser Pro Ser Leu 
Trp ser Leu Gin He Asp ^ „s ^ 

^ His Leu Asp Pro Gly Val Leu Leu Ser Lys He 

Ser Leu Gin Asn Leu Asp Pro 
145 

(2) INFORMATIONS POUR LA SEQ ID NO: 320: 



1084 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 154 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 321901 322362 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 320: 



Asn 


Arg 


Ala 


Gin 


Val 


He 


Thr 


Ser 


Glu 


Leu 


Gly 


Ser 


He 


Thr 


Met 


Lys 


1 






5 










10 










15 




Thr 


He 


Asn 


Gly 


Ser 


Thr 


Leu 


Ser 


Val 


Ser 


Gly 


Phe 


Tyr 


Val 


Lys 


Lys 








20 










25 










30 






Thr 


Ala 


Glu 


Gin 


Leu 


Leu 


He 


Arg 


Ala 


Leu 


Thr 


Lys 


Glu 


Asn 


Asp 


Val 






35 










40 










45 








Pro 


Gly 


Ser 


Val 


Ala 


Val 


Glu 


Gly 


Ala 


Leu 


Ser 


Pro 


Asn 


Phe 


Val 


Leu 




50 










55 










60 










Asn 


Val 


Glu 


Leu 


Ser 


Ser 


Val 


Pro 


Ala 


Ser 


Leu 


Phe 


Lys 


Leu 


Phe 


He 


65 










70 










75 










80 


Ala 


Ser 


Pro 


Ser 


Leu 


Asp 


Arg 


He 


Leu 


Ser 


Thr 


Glu 


Asn 


Leu 


He 


Asn 










85 










90 










95 




Leu 


Thr 


Ala 


Lys 


Ala 


His 


Gin 


Glu 


Lys 


Asp 


Ser 


Thr 


Leu 


He 


Thr 


Leu 








100 










105 










110 






Thr 


Ala 


Glu 


Gly 


Asn 


Gin 


He 


Ser 


Ala 


Lys 


Leu 


Arg 


Gly 


Tyr 


Val 


Arg 






115 










120 










125 








Asp 


Arg 


Val 


Phe 


Leu 


He 


Thr 


Gin 


Gly 


Gly 


Ala 


Ser 


Phe 


Cys 


Ala 


Leu 


130 










135 










140 










Thr 


Ala 


Tyr 


Asn 


Asn 


Phe 


Ser 


Asn 


Ser 


Leu 















145 150 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 21: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 280 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 3223 01 323 140 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 321: 



Ser 


His 


Lys 


Ala 


Glu 


Pro 


Pro 


Ser 


Val 


Leu 


Leu 


Gin 


Pro 


Thr 


He 


Thr 


1 






5 










10 










15 




Ser 


Arg 


He 


Leu 


Ser 


Glu 


Leu 


Ser 


Pro 


Leu 


Asp 


Thr 


Pro 


He 


Arg 


Ser 






20 










25 










30 






Gin 


Glu 


Ala 


Tyr 


Leu 


Phe 


He 


Ser 


Glu 


Ala 


Lys 


Leu 


Pro 


Leu 


Ser 


He 






35 








40 










45 








Ser 


Lys 


Trp 


Ser 


Ala 


Ser 


Asp 


Phe 


Ser 


Leu 


Gin 


Ala 


Asn 


Leu 


Pro 


Gin 




50 










55 










60 










He 


Ser 


Val 


Asp 


Thr 


Leu 


Asp 


Pro 


Asn 


Leu 


Ser 


He 


Arg 


Thr 


Glu 


Asn 


65 










70 










75 










80 


Thr 


Lys 


He 


Ser 


He 


Arg 


Lys 


Ser 


Asp 


His 


Leu 


Thr 


Val 


Met 


Arg 


Ser 
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Ser Ser Ser Ala Xle Leu C Gly A£ - ™> ^ £ ^ 

Thr Leu Ser 222 A SP Asn His Lys His Val Ala Glu gj His XI. CXn 

r 1S r.u Pro His Thr Tyr Leu Arg Ala Leu Leu Pro Lys Pro 
His Ser Leu Leu Pro His inr iy ^ Q 

IX. Si II. » »r L.u olu V,! Pro T£ Tyr Thr «, MP I1J 
£ Gl y Tyr «. » ™r Ol- -> - cys olu ^ «• « «P 

„ «. « « S « « « " U S " ^ Wr 

180 „, , n „ A1a Tvr Thr Leu Ser Glu Arg Trp Lys 
Leu Gin Phe ser Gly Glu Gly Ala Tyr Thr u ^ 

195 t Tie rm Ala He Phe Ser Gly 

Glu Arg Leu Ala Pro His Phe Leu Gin Xle Gin Ala 

210 ^ „. phe phe Pro Lys Leu Ser Gly 

Lys Met His Phe Ser Gin Lys His Val Phe Phe y ^ 

225 230 Ro „ - ln ,,_ Phe lie His Gly Lys cys Gly 

Lys Leu lie Ala Gly Asp Asn Glu lie Phe ^ 

245 „ cot- q P r Leu Leu Val Tyr 

Ar g Ala Ser Glu Glu Met Lys Pro Ser Asn Ser Ser Leu ^ 

280 



Gly Asn Thr Leu Leu Ser Ser Phe 
275 



(2) INFORMATIONS POUR LA SEQ ID NO : 322: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR : 590 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 323144 .. 324913 
(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 322: 
H. 0*r Tyr Pro Pro Lys Phe Ala Pro Leu Gin Met Thr Xaa Ser Ser 
ke Ser Leu His Ser Asp Gly Oly Lys Ala Leu Leu Lys Gly Asn Val 
Ly s Leu Phe fie Thr Asp Pro Glu Ser Pro His Xaa Glu Xaa Thr Lys 
He Leu fie Pro Asp lie Val He Xaa Ser Leu Asp Pro Ser Ala Pro 
Trp Thr Ala Asp Asn Xaa Ser Val Gin Ala Ser Gly Glu Leu Leu Gin 
£u Pro val Asp Arg Leu lie Arg Leu Gin His Lys Asp Leu Ser Leu 
ser Arg ^ Xle Gly Glu Thr Ser Glu Ala Ser Phe Gin Leu Leu Tyr 
ser Pro Asp Lys Glu Glu Thr Val Asp Xle Ser Ser Arg Phe Lys Thr 
^ Al a III Thr Gly Asp Phe Arg Phe Val Met Asn Lys Glu Leu Ser 



130 



i 
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Leu Thr Glu Lys Ala His Gly Ser Leu Gin Trp Glu He Ser Pro Glu 
145 150 155 160 

Arg Tyr Ser Ser Phe Phe Glu Lys Ala Ser Cys Pro Pro Ser Cys He 

165 170 175 

Leu His Arg Pro Thr Thr Phe Arg Leu Asp Leu Ser Lys He Ser Cys 

180 185 190 

Leu Asp Lys Lys Thr Gly Tyr Ser Cys Leu Ser Leu Leu Ser Gin Gly 

195 200 205 

Gly He Glu Gly Lys Leu Ser Ser Thr Pro Leu Val Phe Tyr Asp His 

210 215 220 

Leu Ser Lys Glu Asn Phe He Val Asn Asn He Gly Gly Ser Val Tyr 
225 230 235 240 

Ala Gin Asn Val Asn Asp Leu He Gin Tyr Gin Leu Asn Gly Asn Cys 

245 250 255 

Leu Ala Pro Asn Gin Asp Asn Lys Thr Pro. Val Ser Phe He He Glu 

260 265 270 

Gly Glu Ala Arg Asn He Phe Ser Asp Glu Thr Arg Ala Cys Ser Gin 

275 280 285 

Thr Ala Thr Trp Val Asn He Pro Thr Ser Phe He Thr Gly He Phe 

290 295 300 

Pro He Ser Pro Gly Val Arg Ser Lys Leu Thr Ser Leu Ala Gly Pro 
305 310 315 320 

Lys He His Val Ser He His Asn Asp Phe Ser Arg Gly Glu Gly Pro 

325 330 335 

Val Thr He Lys Val Asp Ser Glu Asn Leu Thr Ala Tyr Phe Pro Leu 

340 345 350 

Val Leu Thr Glu Gin Ala He Leu Leu Glu Asp Asp Leu Thr Ala Ser 

355 360 365 

Leu His He Asn Glu Glu He Asn Lys Ala Phe Leu Arg Glu Phe Asn 

370 375 380 

Pro Leu He Ala Glu Gly Gly Ala Tyr Ser Lys His Pro Val Ser Leu 
385 390 395 400 

Arg Val Asn Lys Gin Asn Phe Tyr Leu Pro He Lys Pro Tyr Ser Phe 

405 410 415 

Glu Asn Phe Arg He Gin Ser Ala Ser Leu Asp Phe Gly Lys He Glu 

420 425 430 

He Ala Asn Thr Gly Thr Met Gin Asp Leu Phe Gin Phe Leu Asp Val 

435 440 445 

Glu Ala Glu Gin Gin Arg Val Glu Ser Trp Phe Thr Pro He Phe Phe 

450 455 460 

Ser Val Gin Lys Gly Gin He He Cys Lys Arg Phe Asp Ala Leu He 
465 470 475 480 

Asp Gly Arg He Arg Leu Ala Leu Trp Gly Lys Thr Asp He Val Arg 

485 490 495 

Glu Arg Leu Ala Met Thr Leu Gly He Asp Pro Glu Leu He Lys Lys 

500 505 510 

Leu Phe Arg Asn Thr Met Leu Lys Thr Lys Asn Phe Phe Leu He Lys 

515 520 525 

He Arg Gly Pro He Ser Ser Pro Glu He Asp Trp Ser Ser Ala Tyr 

530 535 540 

Ala Arg He Ala Leu Leu Lys Ser Tyr Thr He Ala Gly Pro Leu Asn 
545 550 555 560 

Ser Leu Ala Asp Lys Leu Phe Ser Ser Leu Gly Glu Pro Thr Pro Thr 

565 570 575 

Gin Thr Val Ser Pro Leu Pro Trp Glu Val Ser Glu Thr Glu 
580 585 590 



(2) INFORMATIONS POUR LA SEQ ID NO: 323: 
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(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 215 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (324977 .. 325621) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 323: 

Met Thr Val Glu Val Lys Asp Leu Thr Val Ala Val Lys Oly Lys olu 



lie Leu ser Asn Val Ser Phe Ser Leu Val Pro Gly Arg lie Tnr Leu 
Phe lie Gly Arg Ser Gly Ser Gly Lys Thr Thr He Leu Arg Ser Leu 
Val Gly Leu Thr Pro He Ser Ser Gly Ser He Ser Val Val Gly Asp 
Pro Pro Gly Phe Val Phe Gin Gin Pro Glu Leu Phe Pro His Met Thr 
Val Leu Asp Asn Cys Tla His Pro Gin Met He Val Lys Lys Arg Gly 



85 9° 



Clu Arg Glu Ala Lys Asp Lys Ala Leu Asp Leu Leu Gly Met Leu Glu 



L eu Arg Glu Tyr Ala Ser Ser Tyr Pro His Gin Leu Ser Gly Gly Gin 



Arg Gin III Val Ala He Ala Arg Ala Leu Ala Leu Asp Met Arg Ala 



120 



135 



140 



lie III Phe Asp Glu Pro Thr Ser Ala Leu Asp Pro Phe Ser Ala Ser 



lys Phe Leu Gin lie vfl Leu Ser Leu Ly. Olu Gin Gly Met Thr He 

Ala lie Ser Thr Hil Asp Met Leu Phe He Asn Gin Cys Leu Asp Arg 

1 80 185 
Val Tyr Leu Val Asp Lys Gly Gin He He Asp Ala Tyr Asp Ser Leu 

19 5 2 00 

His Asp Asp Pro Gin Gly Lys 
210 215 

(2) INFORMATIONS POUR LA SEQ ID NO: 324: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 216 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement (325621 326268) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 324: 
Gly lie Val Glu His Tyr Leu Leu Thr Ala Lys Leu Leu Leu Arg Gly 



5 10 
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Cys 


Gly 


Tyr 


Thr 


Leu 


Leu 


He 


Thr 


Ala 


He 


Ser 


Leu 


Val 


Cys 


Gly 


Phe 




20 










25 










30 






Val 


Leu 


Gly 


Trp 


Gly^ 


He 


Gly 


Thr 


Val 


Asn 


Ser 


Arg 


Tyr 


Phe 


Pro 


Cys 






35 








40 










45 








Arg 


lie 


Ser 


Lys 


Phe 


Leu 


Gly 


Asn 


Phe 


Tyr 


Val 


Val 


Ala 


Val 


Arg 


Gly 


50 










55 










60 










Thr 


Pro 


Leu 


Phe 


He 


Gin 


He 


Leu 


He 


Val 


Tyr 


Phe 


Gly 


Leu 


Pro 


Ser 


65 










70 










75 










80 


Leu 


lie 


Lys 


Val 


Asn 


Leu 


Ser 


Pro 


Leu 


Val 


Ala 


Gly 


Leu 


He 


Ala 


Leu 










85 










90 










95 




Thr 


Leu 


Asn 


Ser 


Ala 


Ala 


Tyr 


Leu 


Ala 


Glu 


Asn 


Val 


Arg 


Ala 


Gly 


He 








100 










105 










110 






Asn 


Ala 


Leu 


Pro 


Val 


Gin 


Gin 


Trp 


Glu 


Ala 


Ala 


Lys 


Val 


Leu 


Gly 


Tyr 






115 










120 










125 








Thr 


Gly 


Pro. 


Gin 


He 


Phe 


Leu 


His 


He 


Leu 


Tyr 


Pro 


Gin 


Val 


Phe 


Lys 




13 0 










lib 




















Asn 


lie 


Leu 


Pro 


Ser 


Leu 


Ala 


Asn 


Glu 


Phe 


Val 


Ser 


Leu 


lie 


Lys 


Glu 


145 










150 










155 










160 


Ser 


Ser 


He 


Leu 


Met 


Val 


Val 


Gly 


Val 


Pro 


Glu 


Leu 


Thr 


Lys 


Val 


Thr 










165 










170 










175 




Lys 


Asp 


He 


Val 


Ala 


Arg 


Glu 


Leu 


Asn 


Pro 


Met 


Glu 


Met 


Tyr 


Leu 


He 








180 










185 










190 






Cys 


Ala 


Gly 


Leu 


Tyr 


Leu 


He 


Met 


Thr 


Ser 


Ala 


Phe 


Ser 


Tyr 


Phe 


Ala 




195 










200 










205 








Arg 


Leu 


Ser 


Glu 


Lys 


Glu 


Ser 


Ala 



















210 215 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 25: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 245 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 326469 3 27203 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 325: 



Met 


Asp 


Arg 


Ser 


Pro 


Leu 


Phe 


Leu 


He 


He 


Met 


Gly 


Ala 


Pro 


Gly 


Ser 


1 






5 










10 










15 




Gly 


Lys 


Gly 


Thr 


Gin 


Ser 


Lys 


Leu 


Leu 


Ala 


Ser 


Gin 


Leu 


Ser 


Leu 


Leu 






20 










25 










30 






His 


He 


Ser 


Ser 


Gly 


Asp 


Leu 


Leu 


Arg 


Gly 


Ala 


Val 


Ser 


Lys 


Asp 


Thr 






35 










40 










45 








Pro 


Leu 


Ser 


Gin 


Glu 


He 


Lys 


Ser 


Tyr 


Leu 


Asp 


Gin 


Gly 


Lys 


Leu 


Leu 




50 










55 










60 










Pro 


Asp 


Thr 


Leu 


Val 


Trp 


Lys 


Leu 


Val 


His 


Glu 


Lys 


Leu 


Asp 


Glu 


Phe 


65 








70 










75 










80 


Gin 


Gin 


Asp 


Thr 


Leu 


Leu 


Arg 


Arg 


Leu 


Ser 


Phe 


Leu 


Ser 


Arg 


Ser 


Glu 










85 










90 










95 




Asn 


Ser 


Ala 


He 


Leu 


Asp 


Gly 


Phe 


Pro 


Arg 


Thr 


Val 


Thr 


Gin 


Ala 


Lys 








100 










105 










110 






Leu 


Leu 


His 


Glu 


Phe 


Leu 


Ser 


Ser 


Tyr 


Phe 


Pro 


Asn 


Tyr 


Lys 


Val 


He 






115 










120 










125 








Leu 


Leu 


Asp 


He 


Ser 


Asp 


Glu 


Glu 


Val 


Leu 


Asn 


Arg 


Leu 


Thr 


Ser 


Arg 
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135 140 



lyr HI Cys Pro Ala Cys Gin Gly He Tyr Asn Olu Gin oln Oly £j 
III Ser cys Pro Lys Cys Ser Val Glu Leu He Arg Arg Ser Asp Asp 
^ L eu Glu val He Leu Asp Arg lie Gin Thr Tyr Lys Gin Glu Thr 
Oln Pro val III Asp Tyr Tyr Thr Glu Lys Gin Lys Leu He Thr He 



Ala Asn Ala Pro Thr Gin Oln Val Phe Gin Ser He Leu Asp Ser 



200 



Asp Ala Asn A±a t-xu 22Q 



L eu Ser Ala Ser Leu Val Tyr Gin Glu Arg Asp cys Cys Asn Cys Asp 



225 

Cys Asp Asp Glu Asp 
245 



230 



(2) INFORMATIONS POUR LA SEQ ID NO: 32 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 290 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(Viii) POSITION DANS LE GENOME: 327281 .. 328150 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 326: 

Cys Leu Tyr Arg Gly Ser Pro Met Pro His Gin Val Leu Leu Ser Pro 

Val Cys Asp Leu Leu Ser Asn Ala Glu Gly He Glu Thr Gin Val Leu 

Phe Gly Glu Arg He Cys Asn His Asn His Arg His Tyr Ala Tyr Ser 

Gin Leu 111 Phe Ser Ser lie Trp Lys Pro Tyr Pro Gly Asp Ser Leu 



Gin Asn He Pro Leu Phe Ser Ser Gin Leu Gin Pro Pro Asn Ala Val 
Val cys Ser Gin Glu Tla Phe Leu Asp Pro Trp His He Pro Leu Pro 
Phe Ala Ala Pro Leu His He Asp Asn Gin Asn Gin Val Ser Leu Ser 



Pro Ala Ser He Ala Leu Leu Asn Ser Asn Ser Arg Ser Asn Tyr Ala 
L ys Ala Pne Cys Ser Thr Lys g'iu He Arg Phe Leu Asn Ser Ser Phe 
ser Leu Arg Asp Leu Val Ser Phe Ala Glu Gin Leu He Asp Thr Pro 
£ Val Trp Gly Gly Arg Cys He His jy. Gin Leu Pro Arg Asn Gly 
val Asp cys ser Oly Tyr He Gin Leu Leu Tyr Gin Val Thr Gly Arg 



Asn He Pro Arg Asn Ala Arg Asp Gin Tyr Arg Asp Cys Ser Pro Val 



L ys Asp Phe ser Ser Leu Pro lie Gly Gly Leu He Phe Leu Lys Lys 



200 



?m 220 
210 21b 
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Ala Ser Thr Gly Gin He Asn His 
225 230 
Glu Phe He His Ala Ala Glu Lys 
245 

Leu Gly Asn Arg Ala Phe Phe Lys 
260 

Glu Pro Pro He Glu Ala Val Phe 
275 280 

Phe Phe 
290 



Val Met Met Lys He Ser Glu His 
235 240 
He Gly Lys Val Glu Lys Val He 

250 255 
Gly Asn Leu Phe Cys Ser Leu Gly 
265 270 
Gly Val Pro Lys Asn Arg Lys Ala 
285 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 27: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 134 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

{iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (328204 328605 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 327: 



Phe 


Val 


Thr 


Lys 


Asn 


Met 


He 


Gin 


Glu 


Ser 


Val 


Ala 


Thr 


Gly 


Arg 


Arg 


1 






5 










10 










15 




Lys 


Gin 


Ala 


Val 


Ser 


Ser 


Val 


Arg 


Leu 


Arg 


Ser 


Gly 


Asn 


Gly 


Lys 


He 






20 










25 










30 






Asp 


Val 


Asn 


Gly 


Lys 


Thr 


Leu 


Glu 


Gin 


Tyr 


Phe 


Pro 


Leu 


Glu 


Val 


Gin 




35 










40 










45 








Arg 


Ala 


Thr 


He 


Leu 


Ala 


Pro 


Leu 


Arg 


Met 


Leu 


Gly 


Asp 


Val 


Asn 


Ser 


50 










55 










60 










Phe 


Asp 


Leu 


He 


He 


Arg 


Val 


Ser 


Gly 


Gly 


Gly 


Val 


Gin 


Gly 


Gin 


Val 


65 








70 










75 










80 


He 


Ala 


Thr 


Arg 


Leu 
85 


Gly 


Leu 


Ala 


Arg 


Ala 
90 


Val 


Leu 


Gin 


Glu 


Lys 
95 


Glu 


Asp 


He 


Lys 


Gin 


Glu 


Leu 


Lys 


Ala 


Gin 


Gly 


Phe 


Leu 


Thr 


Arg 


Asp 


Pro 






100 










105 










110 






Arg 


Lys 


Lys 
115 


Glu 


Arg 


Lys 


Lys 


Tyr 
120 


Gly 


Arg 


Lys 


Lys 


Ala 
125 


Arg 


Lys 


Ser 


Phe 


Gin 
130 


Phe 


Ser 


Lys 


Arg 























(2) INFORMATIONS POUR LA SEQ ID NO : 3 28: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 104 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 328734 329045 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 328: 
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Lys Thr Thr Leu Ala Lys Ala Ser Asp Asp Arg Asn Lys Ala Trp Tyr 

Val Val Asn Ala Glu Gly Lys Thr Leu Gly Arg Leu Ser Ser olu Val 

Ala Lys lie Leu Arg Gly Lys His Lys Val Thr Phe Thr Pro His Val 

Ala Met Gly Asp Gly Val He Val He Asn Ala olu Lys Val Arg Leu 

™ r G°iy Ala Lys Arg Ala lla Lys Val Tyr His Tyr Tyr Thr Gly Phe 

fxe ser Gly Met Arg Su Val Pro Phe Glu Asn Met He Ala Arg Asn 
85 90 



cys Leu cys Tyr Arg Ala cys Cys 
100 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 124 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



( viii) POSITION DANS LE GENOME: complement (329292 .. 329663 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 329: 
Phe Asn Ala Glu Ser Met Gin Arg lie Gin Val He Thr Phe Thr Pro 
Ser Pro Gly Arg Leu Asp Tyr Tyr Leu Pro Pro Ala Gly Pro Ala Val 
Arg val Asp Sy Ala Cys Tyr Ser Gly Tyr Ala He Pro Pro Tyr Tyr 
ASP ser Met He Ala Lys Val He Thr Lys Gly Lys Asn Arg Glu Glu 
Ala He Ala He Met Lys Arg Ala Leu Lys Glu Phe His He Gly Gly 
Val His ser Thr He Pro Phe His Gin Phe Met Leu Asp Asn Pro Lys 
Phe Leu Leu Ser Asp Tyr Asp He Asn Tyr Val Asp Gin Leu Leu Ala 
100 105 



luu ^ 
Ser Gly Ser Thr Phe Leu Asn Leu Ala Asp Gly Ser 



115 120 



(2) INFORMATIONS POUR LA SEQ ID NO: 33 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 353 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: complement (329608 33 0666 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 33 0: 

Leu Met Lys Glu Val Leu lie Ala Asn Arg Gly Glu lie Ala Val Arg 

15 10 15 

lie lie Arg Ala Cys His Asp Leu Gly Leu Ala Thr Val Ala Val Tyr 

20 25 30 

Ser Met Ala Asp Gin Glu Ala Leu His Val Leu Leu Ala Asp Glu Ala 

35 40 45 

Val Cys lie Gly Glu Ala Gin Ala Ala Lys Ser Tyr Leu Lys lie Ala 

50 55 60 

Asn lie Leu Ala Ala Cys Glu lie Thr Gly Ala Asp Ala Val His Pro 
65 70 75 80 

Gly Tyr Gly Phe Leu Ser Glu Asn Ala Asn Phe Ala Ser lie Cys Glu 

85 90 95 

Ser Cys Gly Leu Thr Phe lie Gly Pro Ser Ala Glu Ser lie Ala Thr 

100 105 110 

Met Gly Asp Lys Val Ala Ala Lys Gin Leu Ala Lys Lys lie Lys Cys 

115 120 125 

Pro Val lie Pro Gly Ser Glu Gly Val Val Lys Asp Glu Val Glu Gly 

130 135 140 

lie Arg lie Ala Glu Lys lie Gly Phe Pro lie Val lie Lys Ala Val 
145 150 155 160 

Ala Gly Gly Gly Gly Arg Gly He Arg He Val Arg Glu Lys Asp Glu 

165 170 175 

Phe Tyr Arg Ala Phe Thr Ala Ala Arg Ala Glu Ala Glu Ala Gly Phe 

180 185 190 

Asn Asn Pro Asp Val Tyr He Glu Lys Phe He Glu Asn Pro Arg His 

195 200 205 

Leu Glu Val Gin Val He Gly Asp Lys His Gly Asn Tyr Val Tyr Leu 

210 215 220 

Gly Glu Arg Asp Cys Thr Val Gin Arg Arg Arg Gin Lys Leu He Glu 
225 230 235 240 

Glu Thr Pro Ser Pro He Leu Thr Pro Glu Met Gin Ala Lys Val Gly 

245 250 255 

Lys Val Ala Val Asp Leu Ala Arg Ser Ala Gly Tyr Phe Ser Val Gly 

260 265 270 

Thr Val Glu Phe Leu Leu Asp Lys Glu Lys Arg Phe Tyr Phe Met Glu 

275 280 285 

Met Asn Thr Arg He Gin Val Glu His Thr He Thr Glu Glu Val Thr 

290 295 300 

Gly He Asp Leu Leu Lys Ala Gin He Ser Val Ala Lys Gly Glu Lys 
305 310 315 320 

Leu Pro Trp Lys Gin Lys Asn He Glu Phe Lys Gly His Val He Gin 

325 330 335 

Cys Arg He Asn Ala Glu Asp Pro Ser Asn Asn Phe Tyr Ser Phe Pro 
340 345 350 

Trp 



(2) INFORMATIONS POUR LA SEQ ID NO : 331: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 164 acides amines 

(B) TYPE: acide amine" 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 

( viii) POSITION DANS LE GENOME: complement (330670 .. 331161) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 331: 
Met Asp Leu Lys Gin He Glu Lys Leu Met lie Ala Met Gly Arg Asn 
lys Met Lys Arg lie Val He Lys Arg Glu Gly Leu Glu Leu Glu Leu 
Olu Arg Asp £r val Pro Ser lie Gin Glu Pro Val Phe Tyr Asp Asn 
Arg Leu Phe Ala Gly Phe s.r Gin Glu Arg Pro lie Pro Thr Asp Gin 
Asn Leu Gly Asn Pro lie Val Lys Glu Ser lie Glu Lys Lys Glu Ser 
Olu Ala Pro Ala Gin oJy Asp Phe He Val Ser Pro Leu Val Gly Thr 
Phe Tyr Gly ser Pro Ser Pro Glu Ala Pro Ala Phe He Lys Pro Gly 
ASP Thr Val ser Glu Asp Thr Val Val Cys He Val Glu Ala Met Lys 
Val Met Asn Glu Val Lys Ala Oly Met Ser Gly Arg Val Glu Glu He 

130 -, » T3v-~ uai rln Phe Gly Ser Lys Leu Phe Arg 

Leu He Thr Asn Gly Asp Pro Val Gin Phe fa±y y 

ii;n J- 5 - 5 



145 

He Val Lys Ala 



(2) INFORMATIONS POUR LA SEQ ID NO : 332: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 185 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 33 1177 .. 33 173 1 ) 
(xi ) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 332: 
Met val Leu Ser Ser Gin Leu Ser Val Gly Met Phe He Ser Thr Lys 
Lp Gly Leu Tyr Lys Val Val Ser Val Ser Lys Val Ser Gly Asn Lys 
Gly Asp Thr Phe He Lys Val Ser Leu Gin Ala Ala Gly Ser Asp Val 
He val Glu Arg Asn Phe Lys "a Gly Gin Glu Val Lys Glu Ala Gin 
Phe flu Pro Arg Asn Leu o!u Tyr Leu Tyr Leu Glu Glu Asp Lys Tyr 
Su Phe Leu Asp Leu Sy Asn Tyr Asp Lys He Tyr lie Pro Lys Glu 
He Met Lys Asp Asn Ala Met Phe Leu Lys Ala Gly Val Thr Val Phe 
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Ala Leu Val His Glu Gly Thr Val 
115 120 
Leu Glu Leu Met Val Ala Lys Thr 

130 135 
Leu Ser Gly Gly Ala Lys Lys Ala 
145 150 
Leu Val Pro Pro Phe Val Glu lie 
165 

Arg Thr Cys Glu Tyr lie Gin Arg 
180 



Phe Ser Met Glu Leu Pro His Phe 
125 

Asp Phe Pro Gly Asp Ser Leu Ser 
140 

Leu Leu Glu Thr Gly Val Glu Val 
155 160 
Gly Asp Val lie Lys Val Asp Thr 
170 175 

Val 
185 



(2) INFORMATIONS POUR LA SEQ ID NO : 33 3: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 228 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 33 1721 332404) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 333: 



Met 


Lys 


Lys 


Gin 


Gly 


Val 


Leu 


Val 


Ala 


Pro 


Ser 


He 


Met 


Gly Ala 


Asp 


1 




5 










10 










15 




Leu 


Ala 


Cys 


He 


Gly 


Arg 


Glu 


Ala 


Arg 


Asn 


He 


Glu 


Glu 


Ser 


Gly 


Ala 








20 










25 










30 






Asp 


Leu 


He 


His 


He 


Asp 


Val 


Met 


Asp 


Gly 


His 


Phe 


Val 


Pro 


Asn 


He 






35 










40 










45 








Thr 


Phe 


Gly 


Pro 


Gly 


Val 


Val 


Ala 


Ala 


He 


Asn 


Arg 


Ser 


Thr 


Glu 


Leu 




50 








55 










60 










Phe 


Leu 


Glu 


Val 


His 


Ala 


Met 


He 


Tyr 


Thr 


Pro 


Phe 


Glu 


Phe 


Val 


Glu 


65 










70 










75 










80 


Ala 


Phe 


Val 


Lys 


Ala 


Gly 


Ala 


Asp 


Arg 


He 


He 


Val 


His 


Phe 


Glu 


Ala 










85 










90 










95 




Ala 


Glu 


Asn 


He 


Lys 


Glu 


He 


He 


Ser 


Tyr 


He 


Gin 


Lys 


Cys 


Gly Val 








100 










105 










110 






Gin 


Ala 


Gly 


Val 


Ala 


Phe 


Ser 


Pro 


Glu 


Thr 


Ser 


He 


Glu 


Phe 


Val 


Thr 






115 










120 










125 








Ser 


Phe 


He 


Pro 


Leu 


Cys 


Asp 


Val 


He 


Leu 


Leu 


Met 


Ser 


Val 


His 


Pro 




130 










135 










140 










Gly 


Phe 


Cys 


Gly 


Gin 


Lys 


Phe 


He 


Pro 


Asp 


Thr 


He 


Glu 


Arg 


He 


Gin 


145 










150 










155 










160 


Phe 


Val 


Lys 


Gin 


Ala 


He 


Gin 


Val 


Leu 


Gly 


Arg 


Glu 


Gly 


Ser 


Cys 


Leu 








165 










170 










175 




He 


Glu 


Val 


Asp 


Gly 


Gly 


He 


Asp 


Lys 


Glu 


Ser 


Ala 


Arg 


Ala 


Cys 


Arg 








180 










185 










190 






Glu 


Ala 


Gly Ala 


Asp 


He 


Leu 


Val 


Ala 


Ala 


Ser 


Tyr 


Phe 


Phe 


Glu 


Lys 






195 










200 










205 








Asp 


Ser 


He 


Asn 


Met 


Lys 


Glu 


Lys 


Val 


Leu 


Leu 


Leu 


Gin 


Gly 


Glu 


Glu 


210 










215 










220 










His 


Gly 


Ala 


Lys 



























225 



(2) INFORMATIONS POUR LA SEQ ID NO: 334: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 81 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 332779.-333 021 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 334: 

ser Pro Arg lie Trp Phe Gin Arg Thr Leu Asn Glu Lys Val Pro Met 

inr Thr Pro Thr Leu He Val Thr Pro Pro Ser Pro Pro Ala Pro Ser 

Tyr ser Ala Asn Arg Val Pro Gin Pro Ser Leu Met Asp Lys He Lys 

Lys lie Ala Ala lie Ala Ser Leu lie Leu He Gly Thr lie Gly Phe 

Leu Ma Leu Leu Gly His Leu Val Gly Phe Leu lie Ala Pro Gin lie 



65 
His 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 19 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(Viii) POSITION DANS LE GENOME: 333005 .. 333589 
(xi ) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 335: 
Ser Leu His Lys Phe Thr Asn Val Leu Leu Ala Leu Phe He Thr Ser 
Leu Ala Gly Asn La Leu Tyr Leu Gin Lys Thr Ala Asn Leu His Leu 
Tyr Gin Asp Leu Gin Arg Glu Val Gly Ser Leu Lys Glu He Asn Phe 
Met Leu Ser Val Leu Gin Lys Su Phe Leu His Leu Ser Lys Glu Phe 
Ala Thr Thr ser Lys Asp Leu ser Ala Val ser Gin Asp Phe Tyr Ser 
^ s Leu Gin Xaa Xaa Irg Asp Asn Tyr Lys Gly Phe Glu Ser Leu Leu 
Asp Glu Tyr Lys Asn Ser Thr Glu Glu Met Arg Lys Leu Phe Ser Gin 
Olu He He A°ia Asp Leu Lys Gly Ser Val Ala Ser Leu Arg Glu Glu 
He Arg III ^u Thr Pro Leu 2i Glu Glu Val Arg Arg Leu Ala His 
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Asn Gin Glu Ser Leu Thr Ala Ala lie Glu Glu Leu Lys Thr lie Arg 
145 150 155 160 

Asp Ser Leu Arg Asp Glu lie Gly Gin Leu Ser Gin Leu Ser Lys Thr 

165 170 175 

Leu Thr Ser Ala Lys Leu His Tyr Asn Glu Lys Arg Ala Gin lie Cys 
180 185 190 

Val Pro Arg 
195 



(2) INFORMATIONS POUR LA SEQ ID NO : 33 6: 

(i) CARACTERI ST I QUE S DE LA SEQUENCE : 

(A) LONGUEUR: 184 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (333806 334357 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 336: 



Gin 


Glu 


Thr 


Lys 


Phe 


Asp 


Lys 


Gly 


He 


Gly 


Gly 


Tyr 


Met 


He 


Cys 


Cys 


1 








5 










10 










15 




Asp 


Lys 


Val 


Leu 


Ser 


Ser 


Val 


Gin 


Ser 


Met 


Pro 


Val 


He 


Asp 


Lys 


Cys 




20 










25 










30 






Ser 


Val 


Thr 


Lys 


Cys 


Leu 


Gin 


Thr 


Ala 


Lys 


Gin 


Ala 


Val 


Val 


Leu 


Ala 






35 










40 










45 








Leu 


Ser 


Leu 


Phe 


Ala 


Val 


Phe 


Ala 


Ser 


Gly 


Ser 


Leu 


Ser 


He 


Leu 


Ser 




50 










55 










60 










Ala 


Ala 


Val 


Leu 


Phe 


Ser 


Gly 


Thr 


Ala 


Ala 


Val 


Leu 


Pro 


Tyr 


Leu 


Leu 


65 










70 










75 










80 


lie 


Leu 


Thr 


Thr 


Ala 


Leu 


Leu 


Gly 


Cys 


Val 


Tyr 


Ala 


Val 


He 


Val 


Leu 










85 










90 










95 




Leu 


Arg 


Ser 


Leu 


Ser 


Ala 


Val 


Val 


Gin 


Ser 


Cys 


Lys 


Lys 


Arg 


Ser 


Pro 








100 










105 










110 






Glu 


Glu 


He 


Glu 


Gly 


Ala 


Ala 


Arg 


Pro 


Ser 


Asp 


Gin 


Gin 


Glu 


Ser 


Gly 






115 










120 










125 








Gly 


Arg 


Leu 


Ser 


Xaa 


Glu 


Ser 


Ala 


Ser 


Pro 


Gin 


Ala 


Ser 


Pro 


Thr 


Ser 


130 










135 










140 










Ser 


Thr 


Leu 


Arg 


Leu 


Glu 


Ser 


Ala 


Phe 


Arg 


Ser 


He 


Gly 


Asp 


Ser 


Val 


145 










150 










155 










160 


Ser 


Gly 


Ala 


Phe 


Asp 


Asp 


He 


Asn 


Lys 


Asp 


Asn 


Ser 


Arg 


Ser 


Arg 


Phe 








165 










170 










175 




Thr 


Leu 


Leu 


Leu 


Arg 


Asp 


Asp 


Met 



















180 



(2) INFORMATIONS POUR LA SEQ ID NO: 337: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 91 acides amines 

<B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE: oui 



1097 



(viii) POSITION DANS LE GENOME: 334089 .. 3343 61 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 337: 

T hr His Pro Arg Arg Ala Val Val Asn lie Ser Arg Tyr Cly Arg Thr 

Ala Ala Val Pro Leu Asn Ser Thr Ala Ala Asp Asn Mat Asp Lys Leu 

Pro Glu Ala Asn Thr Ala Asn Lys Asp Asn Ala Arg Thr Thr Ala Cys 

Leu Ala 111 cys Lys His Phe Val Thr olu His Leu Ser lie Thr cly 

lie Asp Cys Thr Leu Asp Lys Thr Leu Ser Gin Cln He Met Tyr Pro 

70 ' = 

85 



Pro He Pro Leu Ser Asn Phe Val Ser Cys His 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 3 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement (334729 .. 335142) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 338: 
Glu Phe Leu Gly Gly ser Met Glu Cys Val Lys Gin Leu cys Arg Asn 
His Leu Arg Leu Asp Asn Leu Thr Asp Pro Val Arg Ser Val Leu Thr 
Lys Gly Thr Sr Ala Glu Lys Val Gin Leu Ala Ala Cys cys Leu Gly 
Val Val Cys Ser He lie Cys Leu Ala Leu Gly II. Ala Ala Ala Ala 
val G°iy val Ser Cys Gly Gly Phe Ala Leu Gly Leu Gly He He Ala 
fie Leu Leu Gly He 111 Leu Phe Ala Thr Ser Ala Leu Asp Val Leu 
Olu Asn His Gly Leu Val Gly Cys Pro Phe Lys Leu Pro Cys Lys Ser 
ser Pro Ala Asn Glu Pro Ala Val Gin Phe Phe Lys Gly Lys Asn Gly 

190 



11* 120 ^ „i 

ser Ala Asp Gin Val He Leu Val Thr Gin 

130 135 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 33 5195 335602 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 339: 



Leu 


Ala 


Pro 


Phe 


Leu 


Leu 


Thr 


Glu 


Phe 


Ser 


Ser 


Leu 


Ser 


Leu 


Leu 


Leu 


1 








5 










10 










15 




Ala 


Phe 


Ala 


Leu 


Ala 


Leu 


Glu 


He 


Phe 


Cys 


Ser 


Thr 


Ser 


Ala 


Val 


Leu 








20 










25 










30 






Gin 


His 


Lys 


Leu 


Phe 


His 


He 


Lys 


Val 


Cys 


Asp 


Arg 


Cys 


Asn 


Arg 


Ser 






35 










40 










45 








Leu 


Val 


Thr 


Ala 


Ser 


Val 


Val 


Ser 


Thr 


Pro 


Pro 


Thr 


Lys 


Ala 


Pro 


Pro 




50 










55 










60 










Lys 


Arg 


Lys 


Ala 


Pro 


Thr 


Pro 


Lys 


Asn 


Lys 


Asp 


Ala 


Ala 


Thr 


Thr 


Glu 


65 










70 










75 










80 


Thr 


Gly 


Leu 


Gin 


Ser 


Thr 


Pro 


Glu 


Asn 


Asn 


Lys 


Pro 


Ala 


Thr 


Thr 


Arg 










85 










90 










95 




Arg 


Ala 


Met 


Ala 


Asn 


He 


Val 


Ala 


Thr 


Ala 


Thr 


Ala 


Ala 


Asn 


Leu 


Phe 






100 










105 










110 






Ala 


Val 


Gly 


Asn 


Glu 


Leu 


Leu 


Arg 


Ser 


Lys 


His 


Leu 


Ser 


Lys 


Arg 


Ala 






115 










120 










125 








He 


Leu 


Ser 


Thr 


Thr 


Leu 


Ser 


Cys 



















130 135 



(2) INFORMATIONS POUR LA SEQ ID NO : 340: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 160 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (33 5194 33 5673 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 340: 



Val 


Arg 


Asn 


Glu 


He 


Trp 


Leu 


Lys 


Ser 


Val 


Glu 


Val 


Arg 


Phe 


Met 


Thr 


1 








5 










10 










15 




Lys 


Val 


Tyr 


Ala 


His 


Ser 


He 


Gin 


Gin 


Glu 


Arg 


Val 


Val 


Asp 


Arg 


He 




20 










25 










30 






Ala 


Leu 


Leu 


Glu 


Arg 


Cys 


Leu 


Asp 


Leu 


Ser 


Asn 


Ser 


Leu 


Pro 


Thr 


Ala 






35 










40 










45 








Lys 


Arg 


Leu 


Ala 


Ala 


Val 


Ala 


Val 


Ala 


Thr 


He 


Leu 


Ala 


He 


Ala 


Leu 


50 










55 










60 










Leu 


Val 


Val 


Ala 


Gly 


Leu 


Leu 


Phe 


Ser 


Gly 


Val 


Leu 


Cys 


Ser 


Pro 


Val 


65 










70 










75 










80 


Ser 


Val 


Val 


Ala 


Ala 


Ser 


Leu 


Phe 


Phe 


Gly 


Val 


Gly 


Ala 


Phe 


Leu 


Leu 










85 










90 










95 




Gly 


Gly 


Ala 


Leu 


Val 


Gly 


Gly 


Val 


Leu 


Thr 


Thr 


Glu 


Ala 


Val 


Thr 


Arg 






100 










105 










110 






Glu 


Arg 


Leu 


His 


Arg 


Ser 


Gin 


Thr 


Leu 


Met 


Trp 


Asn 


Asn 


Leu 


Cys 


Cys 






115 










120 










125 








Lys 


Thr 


Ala 


Glu 


Val 


Glu 


Gin 


Lys 


He 


Ser 


Arg 


Ala 


Ser 


Ala 


Asn 


Ala 
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135 140 



Lys ser Asn Asp Lys Leu Olu Asn Ser Val Ser Lys Lys cly Ala Ser 
145 150 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 144 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



( viii) POSITION DANS LE GENOME : complement (33 59 03 .. 33 6334 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 341: 
Lys Ala Ala cly Olu Ala Leu Leu Lys Lys Ser Ala Glu Lys Thr Arg 
Arg Oly ser Ser lie Tyr Asp Tyr Phe Gin Gly Tyr He Ser Pro Glu 
He Leu Gly Val Leu Phe Ala Asp Ser Gly Val Thr Tyr Gin Glu Thr 
L eu Glu Tyr Arg Lys Lys Leu Val Met Leu Ser Lys Lys Tyr Pro Lys 
ser G°iy Ser Leu Arg Leu Arg Leu Ala Thr Thr Ala Leu Glu Leu Gly 
Su Val Lys Glu Gly Val Gin Leu Leu Glu Glu Ser Val Lys Asp Ala 
Pro Glu Asp Leu ser Leu Arg Leu Gin Phe Cys Lys He Leu Cys Asn 
A rg His Asp Z Val Arg Ala Lys Tyr His Phe Asp Gin Ala Gin Val 
Phe ser Leu Lys Arg Gly cys Phe Pro Lys Lys Leu Pro lie Leu Ser 



130 135 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 347 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (336338 .. 337378) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 342: 
L eu cys Leu Lys Leu Lys Gin He Gin Leu Cys Arg Thr Phe Val Cys 
Leu Arg His Trp Met cys Phe He Gly He Gly Ser Leu Leu Leu Pro 
Thr Ala Leu Arg Ala Thr Glu Arg Met Arg Lys Glu Pro He Pro Leu 

AO * 3 



1100 



Leu 


Asp 


Lys 


Gin 


Gin 


Ser 


Phe 


Trp 


Asn 


Val 


Asp 


Pro 


Tyr 


Cys 


Leu 


Glu 




50 










55 










60 










Ser 


He 


Cys 


Ala 


Cys 


Phe 


Val 


Ala 


His 


Arg 


Asp 


Pro 


Leu 


Ser 


Ala 


Lys 


65 








70 










75 










80 


Arg 


Leu 


Met 


Tyr 


Leu 


Phe 


Pro 


Gin 


Leu 


Ser 


Glu 


Glu 


Asp 


Val 


Ser 


Val 








85 










90 










95 




Phe 


Ala 


Arg 


Cys 


He 


Leu 


Ser 


Ser 


Lys 


Arg 


Pro 


Glu 


Tyr 


Leu 


Phe 


Ser 








100 










105 










110 






Lys 


Ser 


Glu 


Glu 


Glu 


Leu 


Phe 


Ala 


Lys 


Leu 


He 


Leu 


Pro 


Arg 


Val 


Ser 




115 










120 










125 








Leu Gly Val 


His 


Arg 


Asp 


Asp 


Asp 


Leu 


Ala 


Arg 


Val 


Leu 


Val 


Leu 


Ala 




130 










135 










140 










Glu 


Pro 


Ser 


Ala 


Glu 


Glu 


Gin 


Lys 


Ala 


Arg 


Tyr 


Tyr 


Ser 


Leu 


Tyr 


Leu 


145 










150 










155 










160 


ASD 


Val 


Leu 


Ala 


Leu 


Arg 


Ala 


Tyr 


Val 


Glu 


Arg 


Glu 


Arg 


Leu 


Ala 


Ser 








165 










170 










175 




Ala 


Ala 


His 


Gly Asp 


Pro 


Glu 


Arg 


He 


Asp 


Leu 


Ala 


Thr 


He 


Glu 


Ala 








180 










185 










190 






He 


Asn 


Thr 


He 


Leu 


Phe 


Gin 


Glu 


Glu 


Arg 


Trp 


Arg 


Tyr 


Pro 


Ser 


Lys 






195 










200 










205 








Gin 


Glu 


Met 


Phe 


Glu 


Ser 


Arg 


Phe 


Ser 


Glu 


Leu 


Ala 


Ala 


Val 


Thr 


Asp 




210 










215 










220 










Ser 


Lys 


Phe 


Gly Val 


Cys 


Leu 


Gly 


Thr 


Val 


Val 


Leu 


Tyr 


Gin 


Ala 


Val 


225 










230 










235 










240 


Ala 


Gin 


Arg 


Leu 


Asp 


Leu 


Ser 


Leu 


Asp 


Pro 


Val 


Thr 


Pro 


Pro 


Gly 


His 










245 










250 










255 




He 


Tyr 


Leu 


Arg 


Tyr 


Lys 


Asp 


Lys 


Val 


Asn 


He 


Glu 


Thr 


Thr 


Ser 


Gly 








260 










265 










270 






Gly 


Arg 


His 


Leu 


Pro 


Thr 


Glu 


Arg 


Tyr 


Cys 


Glu 


Cys 


He 


Lys 


Glu 


Ser 






275 










280 










285 








Gin 


Leu 


Lys 


Val 


Arg 


Ser 


Gin 


Met 


Glu 


Leu 


He 


Gly 


Leu 


Thr 


Phe 


Met 




290 










295 










300 










Asn 


Arg 


Gly 


Ala 


Phe 


Phe 


Leu 


Gin 


Lys 


Gly Glu 


Phe 


Leu 


Gin 


Ala 


Ser 


305 








310 










315 










320 


Leu 


Ala 


Tyr 


Glu 


Gin 


Ala 


Gin 


Ser 


Tyr 


Leu 


Ser 


Asp 


Glu 


Gin 


He 


Ser 










325 










330 










335 




Asp 


Leu 


Leu 


Gly 


He 


Thr 


Tyr 


Val 


Leu 


Leu 


Gly 













340 345 



(2) INFORMATIONS POUR LA SEQ ID NO: 343: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 867 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (337347 33 9 947 ) 

<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 343: 

Met Glu Lys Phe Ser Asp Ala Val Ser Glu Ala Leu Glu Lys Ala Phe 

15 10 15 

Glu Leu Ala Lys Asn Ser Lys His Ser Tyr Val Thr Glu Asn His Leu 

20 25 30 

Leu Lys Ser Leu Leu Gin Asn Pro Gly Ser Leu Phe Cys Leu Val He 
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45 



L ys Asp Val His Gly Asn Leu Gly Leu Leu Thr Ser Ala Val Asp Asp 
Ala Leu Arg Arg Glu Pro Thr Val Val Glu Gly Thr Ala Val Ala Ser 
Ho ser Pro Ser Leu 11 Gin Leu Leu Leu Asn Ala His Gin Glu Ala 
Arg Ser Met Gly Asp Glu Tyr Leu Ser Gly As P His Leu Leu Leu Ala 
Phe Trp Arg Ser Thr Lys Glu Pro Phe Ala Ser Trp Arg Lys Thr Val 
Lys Thr Thr Ser Glu Ala Leu lys Glu Leu lie Thr Lys Leu Arg Gin 



130 * A=n Ser Pro Ser Ala Glu Glu Asn Leu Lys Gly Leu 

Gly Ser Arg Met Asp Ser fro sei 160 

150 155 



Glu Lys Tyr Cys Lys Asn Leu Thr Val Leu Ala Arg Glu Gly Lys Leu 
Asp Pro Val He Gly Arg Asp Glu Glu He Arg Arg Thr lie Gin Val 
L eu ser Arg Arg Thr Lys Asn Asn Pro Met Leu He Gly Glu Pro Gly 



200 



val Gly Lys Thr Ala lie Ala Glu Gly Leu Ala Leu Arg He Val Gin 



215 



oly Asp Val Pro =!u ser £.u Ly. <=!» Ly, Hi. L.u Tyr Val Leu A.p 
2 £ Gly Ala L.u u. Ala o!y Ma Lys Tyr Ar B oly ol. P»» ol« Glu 

Arg Leu Lys Ser Val Leu Lys Ser Val Glu Ala Ser Glu Gly Glu Cys 
lie Leu Phe lie Asp Glu Val His Thr Leu Val Gly Ala Gly Ala Thr 



Asp Gly A ? la Met Asp Ala Ala Asn Leu Leu Lys Pro Ala Leu Ala Arg 



280 



295 



Oly T^r Leu His Cys He Gly Ala Thr Thr Leu Asn Glu Tyr Gin Lys 
J£ He Glu Lys Asp Ala Ala Leu Glu Arg Arg Phe Gin Pro He Phe 
Val Thr Glu Pro III Leu Glu Asp Ala Val Phe He Leu Arg Gly Leu 

Arg Glu Lys Tyr Glu He Phe His Gly Val Arg He Thr Glu Gly Ala 

3 60 



L eu Asn Ala Ala Val Val Leu Ser Tyr Arg Tyr He Thr Asp Arg Phe 



375 



380 



L eu III Asp Lys Ala lie Asp Leu He Asp Glu Ala Ala Ser Leu lie 



Arg Met Gin He Gly Ser Leu Pro Leu Pro He Asp Glu Lys Glu Arg 



Glu Leu ser Ala Leu He Val Lys Gin Glu Ala He Lys Arg Glu Gin 



410 



Ala Pro Ala £r Gin Glu Glu Ala Glu Asp Met Xaa Xaa Ala X.e A s P 
Arg Val Lys Glu Glu Leu Ala Ala Leu Arg Leu Arg Trp Asp Glu Glu 
Lys G'ly Leu lie Ala Gly Leu Lys Glu Lys Lys Asn Ala Leu Glu Asn 

HI Lys Phe Ala Glu SIS Glu Ala Glu Arg Thr Ala Asp Tyr Asn Arg 

485 490 
Tyr Ser Leu 

505 



/ a ^ 4y u 

Val Ala Glu Leu Arg Tyr Ser Leu lie Pro Ser Leu Glu Glu Glu He 



500 
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His Leu Ala Glu 
515 

Glu Glu Val Asp 
530 

Gly lie Pro Val 
545 

Val Leu Glu Glu 

He Ala Ala Val 
580 

Asp Pro Gin Arg 
595 

Val Gly Lys Thr 
610 

Lys Glu Glu Ala 
625 

His Ser Val Ser 

Glu Glu Gly Gly 
660 

Val Val Leu Phe 
675 

He Leu Leu Gin 
690 

Arg Lys Val Asn 
705 

Gly Ser Gin Glu 

Asp Lys Glu Ala 
740 

Phe Ser Pro Glu 
755 

Pro Leu Thr Thr 
770 

Arg Val Ala Leu 
785 

Asp Ser Leu Val 

Gly Ala Arg Pro 
820 

Leu Ser Lys Ala 
835 

Glu Leu Thr Met 

850 
Pro Ala Val 
865 



Glu Ala Leu Asn 
520 

Glu Arg Leu He 
535 

Gin Lys Met Leu 
550 

Ser Leu Glu Glu 
565 

Ser Asp Ser He 

Pro Leu Gly Val 
600 

Glu Leu Ala Lys 
615 

Met He Arg Phe 
630 

Lys Leu He Gly 
645 

Ser Leu Ser Glu 

Asp Glu He Glu 
680 

He Phe Asp Asp 
695 

Cys Lys Asn Ala 
710 

Leu Ala Asp Tyr 
725 

Val Leu Ser Val 

Phe He Asn Arg 
760 

Glu Asp He Val 
775 

Arg Leu Leu Glu 
790 

Leu Phe Leu Ser 
805 

Leu Lys Arg Leu 

Leu Leu Lys Gly 
840 

Ala Lys Asp Val 
855 



Gin Arg Asp Gly 

Ala Gin Val Val 
540 

Glu Gly Glu Ser 
555 

Arg Val Val Gly 
570 

Arg Ala Ala Arg 
585 

Phe Leu Phe Leu 

Ala Leu Ala Glu 
620 

Asp Met Thr Glu 
63 5 

Ser Pro Pro Gly 
650 

Ala Leu Arg Arg 
665 

Lys Ala Asp Lys 

Gly He Leu Thr 
700 

Leu Phe He Met 
715 

Cys Thr Lys Lys 
730 

Val Ala Pro Ala 
745 

He Asp Asp He 

Lys He Val Gly 
780 

Arg Lys He Ser 
795 

Glu Gin Gly Tyr 
810 

He Gin Gin Lys 
825 

Asp He Lys Pro 

Val Val Phe Lys 
860 



Arg Leu Leu Gin 
525 

Ala Asn Trp Thr 

Glu Lys Leu Leu 
560 

Gin Pro Phe Ala 
575 

Val Gly Leu Ser 
590 

Gly Pro Thr Gly 
605 

Leu Leu Phe Asn 

Tyr Met Glu Lys 
640 

Tyr Val Gly Tyr 
655 

Arg Pro Tyr Ser 
670 

Glu Val Phe Asn 
685 

Asp Ser Lys Lys 

Thr Ser Asn He 
720 

Gly Thr He Val 
735 

Leu Lys Asn Tyr 
750 

Leu Pro Phe Val 
765 

He Gin Met Asn 

Leu Thr Trp Asp 
800 

Asp Ser Ala Phe 
815 

Val Val Thr Met 
830 

Gly Met Ala Val 
845 

He Lys Thr Asn 



(2) INFORMATIONS POUR LA SEQ ID NO: 344: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 447 acides amines 

(B) TYPE; acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 340507 341847 



1103 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO, 344: 

Al, Hi, Leu Thr His Asp olu A.p He «« "» 01 " G1 » ™ 

A.p L.u Lys «r II. Thr Ph. Leu L.u Thr ser Ph. VI olu olu »• 

S.r Trp ="» J l 0 * "* L ~ P " G1 " «° "* 

M et L.u L.u Al. ser Pro clu L.u Gl„ Olu Tyr His P„. Tyr L.u Lys 
Ly , Leu Phe Ar, Leu Al. Pro His Thr Oly Thr ser Arg olu olu Lys 
fie Leu Ala S.r s.r Ph. Pro Ala L.u olu V.l Al* W Lys Thr Phe 
cys ser L.u Thr Asp s.r olu H. Pro Ph. oly olu Ala val Asp ser 
Olu Oly Lys ser His Pro Leu « His Ala Leu Al. ser L.u Tyr Met 
Olu ser Sr Asp Arg olu L.u Arg Lys Asn Thr Tyr oin Ly. ol„ cy. 
oin Arg His Hi. Oly Tyr Arg L.u ser L.u Ala A.n L.u L.u Asn oly 
II. 01» Ala His Leu Phe Ash Al, Ly. Al. Arg Asp Tyr Asp s.r 
cys Leu Olu Al. Ill Leu Ph. oin «■ Asp lie s.r Thr ser val Val 
»r Thr Leu lie A.p Thr Val Ly. olu Hi. Thr His L.u He Thr Lys 
W r Ph. Ill L.u Lys Olu Lys Ala L.u oly Leu s.r Asp Ph. His Phe 
Tyr Asp val Tyr Ala Pro III Val Al. ser olu Al, s.r Arg His Tyr 
™ Tyr 01= Olu Al. Ill Thr L.u II. cy. Asp s.r L.u ser Pro L.u 
Ol, A.„ Asp Tyr III Olu Thr L.u Ar, Ly. Oly L.u Thr s.r Asp oly 
Trp Val asp Lys Tyr olu Asn Thr A.» Ly. Ar g s.r Oly Ala Tyr s.r 
ser Oly cy. Tyr A.n ser Lys Pro Tyr II. Leu L.u Asn Tyr Thr oly 
Thr Leu Tyr Asp V.l s.r Si val Ala His olu oly oly His s.r £t 
£. s.r Ph. L.u s.r III Lys His oin S.r Tyr His olu Al. olu Tyr 
pro II. Ph. Leu Ala Olu II. Al. ser Thr Leu Asn olu Thr L.u Leu 
M .t Olu Ph. L.u Leu Lys Oin Al. Pro s« Ly. Olu olu Ly. He Al. 
H. L.u III Arg s.r Leu Asp Thr Val Ph. Al. Thr L.u Ph. Arg olh 
Thr lIu Ph. Al. Al. Ph. olu Leu olu Het Hi. ser Al. Al. olu olu 
oty L.u Pro Leu Thr III olu Ph. Ph. Ser oin ser Tyr olu Lys L.u 
Olu Arg Leu Ph. £1 Oly A.p cy. He Thr Ph. Asp olu HU s.r Cys 

4 ?° * ti q t>™ wis Phe TVr Tyr Asn Phe Tyr Val 
He Glu Ser Ala Arg He Pro His Pne ryx iy 

435 440 
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(2) INFORMATIONS POUR LA SEQ ID NO: 345: 

<i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 80 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 341783 342022 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 345: 

Leu Leu Met Asn lie Ala Val Ser Asn Arg Leu Ala Phe Leu lie Ser 

15 10 15 

Thr Thr Thr Ser Met Phe Asn Gin Tyr Ala Thr Gly lie lie Ala Ser 

20 25 30 

Leu Cys Phe Ser Glu Arg lie Leu Ser Gly Glu Glu Gly Ala Gin Glu 

35 40 45 

Ala Tyr Leu Thr Phe Leu Arg Ser Gly Gly Ser Asp Phe Pro lie Glu 

50 55 60 

lie Leu Lys Lys Ser Gly Leu Asp Met Thr Ser lie Ser Ser Tyr Ala 
65 70 75 80 



(2) INFORMATIONS POUR LA SEQ ID NO : 346: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 74 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 3 42249 .. 3 4247 0 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 346: 

Met Ser Asp Gin Ala Thr Thr Leu Lys lie Lys Pro Leu Gly Asp Arg 

15 10 15 

lie Leu Val Lys Arg Glu Glu Glu Ala Ser Thr Ala Arg Gly Gly lie 

20 25 30 

lie Leu Pro Asp Thr Ala Lys Lys Lys Gin Asp Arg Ala Glu Val Val 

35 40 45 

Ala Leu Gly Thr Gly Lys Lys Asp Asp Lys Gly Gin Gin Leu Pro Phe 

50 55 60 

Glu Val Gin Val Gly Asp lie Val Leu lie 
65 70 



(2) INFORMATIONS POUR LA SEQ ID NO: 347: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 258 acides amines 

(B) TYPE: acide amin£ 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 342597 .. 343370 
(Xi) DESCRIPTION DE'LA SEQUENCE: SEQ ID NO: 347: 
Met Val Ala Lys Asn lie Lys Tyr Asn Glu Glu Ala Arg Lys Lys He 
cm Lys Gly val Lys Thr Leu Ala Glu Ala Val Lys Val Thr Leu Gly 
Pro Lys Gly Arg His Val Val lie Asp Lys Ser Phe Gly Ser Pro Gin 
Val Thr Lys Asp Gly Val Thr Val Ala Lys Glu Val Glu Leu Ala Asp 
Lys hL Glu Asn Met Gly Ala Gin Met Val Lys Glu Val Ala Ser Lys 
Thr Ala Asp Lys Ala lly Asp Gly Thr Thr Thr Ala Thr Val Leu Ala 
Glu Ala lie Tyr Thr Glu Gly Leu Arg Asn Val Thr Ala Gly Ala Asn 
Pr o Met Asp III Lys Arg Gly lie Asp Lys Ala Val Lys Val Val Val 
ASP Gin Va 5 l Lys Lys lie Ser Lys Pro Val Gin His His Lys Glu He 
Ala "in Val Ala Thr He III Ala Asn Asn £p Ala Glu He Gly Asn 
III He Ala Lys Ala Uel Glu Lys Val Gly Lys Asn Gly Ser He Thr 
Val Glu Glu Ala lys Gly Phe Glu Thr Val Leu Asp Val Val Glu Gly 
Met Asn Phe III Arg Gly Tyr Leu Ser Ser Tyr Phe Ala Thr Asn Pro 
Olu Thr III Glu cys Val Leu III Asp Ala Leu Val Leu He Tyr Asp 
Lys III He Ser Gly He Lys Asp Phe Leu Pro Val Leu Gin Gin Val 
A ?a Glu ser Gly Arg III Leu Leu lie He Ala Glu Asp He Glu Gly 



Glu Leu 



(2) INFORMATIONS POUR LA SEQ ID NO : 348: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 224 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : 3433 61 344032 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 348: 
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Arg Arg Thr Leu Ala Thr Leu Val Val Asn Arg lie Arg Gly Gly Phe 

15 10 15 

Arg Val Cys Ala Val Lys Ala Pro Gly Phe Gly Asp Arg Arg Lys Ala 

20 25 30 

Met Leu Glu Asp lie Ala lie Leu Thr Gly Gly Gin Leu lie Ser Glu 

35 40 45 

Glu Leu Gly Met Lys Leu Glu Asn Ala Asn Leu Ala Met Leu Gly Lys 

50 55 60 

Ala Lys Lys Val lie Val Ser Lys Glu Asp Thr Thr He Val Glu Gly 
65 70 75 80 

Met Gly Glu Lys Glu Ala Leu Glu Ala Arg Cys Glu Ser He Lys Lys 

85 90 95 

Gin He Glu Asp Ser Ser Ser Asp Tyr Asp Lys Glu Lys Leu Gin Glu 

100 105 HO 

Arg Leu Ala Lys Leu Ser Gly Gly Val Ala Val He Arg Val Gly Ala 

115 120 125 

Ala Thr Glu He Glu Met Lys Glu Lys Lys Asp Arg Val Asp Asp Ala 

130 135 140 

Gin His Ala Thr He Ala Ala Val Glu Glu Gly He Leu Pro Gly Gly 
145 150 155 160 

Gly Thr Ala Leu He Arg Cys He Pro Thr Leu Glu Ala Phe Leu Pro 

165 170 175 

Met Leu Thr Asn Glu Asp Glu Gin He Gly Ala Arg He Val Leu Lys 

180 185 190 

Ala Leu Ser Ala Pro Leu Lys Gin He Ala Ala Asn Ala Gly Lys Glu 

195 200 205 

Gly Ala He He Phe Gin Gin Val Met Ser Phe Cys Glu Arg Arg He 
210 215 220 



(2) INFORMATIONS POUR LA SEQ ID NO : 349: 



(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 9 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 343956 344225 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 349: 



Asn 


Lys 


Leu 


Leu 


Gin 


Thr 


Gin 


Glu 


Lys 


Lys 


Val 


Leu 


Ser 


Ser 


Ser 


Asn 


1 






5 










10 










15 




Lys 


Leu 


Cys 


Pro 


Ser 


Ala 


Asn 


Glu 


Gly 


Tyr 


Asp 


Ala 


Leu 


Arg 


Asp 


Ala 






20 










25 










30 






Tyr 


Thr 


Asp 


Met 


Leu 


Glu 


Ala 


Gly 


He 


Leu 


Asp 


Pro 


Ala 


Lys 


Val 


Thr 




35 










40 










45 








Arg 


Ser 


Ala 


Leu 


Glu 


Ser 


Ala 


Ala 


Ser 


Val 


Ala 


Gly 


Leu 


Leu 


Leu 


Thr 


50 










55 










60 










Thr 


Glu 


Ala 


Leu 


He 


Ala 


Glu 


He 


Pro 


Glu 


Glu 


Lys 


Pro 


Ala 


Ala 


Ala 


65 










70 










75 










80 


Pro 


Ala 


Met 


Pro 


Gly Ala 


Gly Met 


Asp 


Tyr 















85 90 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 50: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 262 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME : 344357 .. 345142 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 350: 
Met Phe Lys Leu He Lys Ser Ala Phe Leu He Ala Cys Cys lie Val 
Cly Tyr Phe Trp lie Lys Lys Glu Ser He Val Glu Gin Trp Leu Ser 
Oln Gin Leu His Ala Gin Val Thr Val Gly Asn lie Ser Pro Gly Leu 
ser Lys Tnr Lys He Arg His Leu Cys He His Asn Pro Leu Ser Ser 
Asp Lys Tyr Pro Tyr Ala Val Glu He Glu Tyr Val Ser Leu Lys Tyr 
Ser lie Val Thr Met He Leu Ser Lys Lys He Asp He Ser Asp Val 
He Leu Gin Gly Sr Ser Leu Thr Val Phe Pro Cys Glu Gly Ser Ser 
Lys Thr Asn Trp Ser Phe Phe Trp Asp Ser Phe He Asn His Ser Asn 
Glu Leu Thr Lys Phe His Ser Ser Gin Phe Glu Ser Ser Val Asp Thr 
He Pro Val Phe He Lys Arg Cys Leu Cys Thr Asn Thr Arg Val Ser 
III He Asn Asn £r Lys Glu He Pro Thr Thr Pro Val Pro Ser 

L eu Glu Phe Arg Oil Ser Leu Ser Cys Ser Pro Leu Pro Thr Leu Gly 
Olu Thr Ala Arg Ala Leu Leu Tyr Leu He Val Glu Glu Ser Phe Tyr 



200 



His Ala Asn Val Ser Gly Asp He Ala Arg Pro Leu Ser Lys Gin Ala 



Arg Si Tyr Phe Asn Ser Ser Leu Ser Asp Tyr Ser Tyr Leu Lys Lys 

230 



„ Phe Pro Ur A 5 » ... Thr M. «lu «« Glu 01, Ph. U* 



245 250 



Lys Glu Leu Leu Phe Arg 
260 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 251 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



1108 



(viii) POSITION DANS LE GENOME: complement ( 345161 3459 13 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 3 51: 



Met 


Asn 


Val 


Ser 


Asp 


Leu 


Leu 


Asn 


He 


Leu 


Asn 


Glu 


Leu 


Leu 


His 


Pro 


1 








5 










10 










15 




Glu 


Tyr 


Phe 


Ser 


Asp 


Tyr 


Gly 


Pro 


Asn 


Gly 


Leu 


Gin 


Val 


Gly 


Asn 


Thr 








20 










25 










30 






Gin 


Thr 


Ala 


He 


Arg 


Lys 


Val 


Ala 


Val 


Ala 


Val 


Thr 


Ala 


Asp 


Leu 


Ala 






35 










40 










45 








Thr 


lie 


Glu 


Lys 


Ala 


He 


Ala 


Cys 


Glu 


Ala 


Asn 


Val 


Leu 


Leu 


Val 


His 




50 










55 










60 










His 


Gly 


He 


Phe 


Trp 


Lys 


Gly 


Met 


Pro 


Tyr 


Pro 


He 


Thr 


Gly 


He 


Leu 


65 










70 










75 










80 


Tyr 


Gin 


Arg 


Met 


Gin 


Arg 


Leu 


Met 


Glu 


Gly 


Asn 


He 


Gin 


Leu 


He 


Ala 








85 










90 










95 




Tyr 


His 


Leu 


Pro 


Leu 


Asp 


Ala 


His 


Thr 


Thr 


He 


Gly Asn 


Asn 


Trp 


Lys 






100 










105 










110 






Val 


Ala 


Arg 


Asp 


Leu 


Gly 


Trp 


Glu 


Gin 


Leu 


Glu 


Ser 


Phe 


Gly 


Ser 


Ser 






115 










120 










125 








Gin 


Pro 


Ser 


Leu 


Gly 


Val 


Lys 


Gly 


Val 


Phe 


Pro 


Glu 


Met 


Glu 


Val 


His 




130 










135 










140 










Asp 


Phe 


He 


Ser 


Gin 


Leu 


Ser 


Ala 


Tyr 


Tyr 


Gin 


Thr 


Pro 


Val 


Leu 


Ala 


145 










150 










155 










160 


Lys 


Ala 


Leu 


Gly 


Gly 


Lys 


Lys 


Arg 


Val 


Ser 


Ser 


Ala 


Ala 


Leu 


He 


Ser 










165 










170 










175 




Gly 


Gly 


Ala 


Tyr 


Arg 


GlU 


He 


Ser 


Glu 


Ala 


Lys 


Asn 


Gin 


Gin 


Val 


Asp 








180 










185 










190 






Cys 


Phe 


He 


Thr 


Gly 


Asn 


Phe 


Asp 


Glu 


Pro 


Ala 


Trp 


Ser 


Leu 


Ala 


His 






195 










200 










205 








Glu 


Leu 


Ala 


He 


His 


Phe 


Leu 


Ala 


Phe 


Gly 


His 


Thr 


Ala 


Thr 


Glu 


Lys 




210 










215 










220 










Val 


Gly 


Pro 


Lys 


Ala 


Leu 


Ala 


Gin 


Tyr 


Leu 


Lys 


Gly Ala Gly 


Leu 


Glu 


225 








230 










235 










240 


Ser 


Val 


Val 


Phe 


Leu 


Asp 


Thr 


Asp 


Asn 


Pro 


Phe 













245 250 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 52: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 41 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 346080 347 102 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 352: 

Val Cys Trp Tyr Asp Phe Thr Arg He Ser Met He Arg Thr Ala Phe 

15 10 15 

Phe Gin Asp Lys Glu Cys Phe Pro Leu Glu Ala Leu Arg Ser Trp Phe 

20 25 30 

Leu Glu Ser Lys Arg Ser Phe Pro Trp Arg Asp Ser Pro Thr Pro Tyr 

35 40 45 

Arg Val Trp Val Ser Glu Val Met Leu Gin Gin Thr Arg Ala Glu Val 
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Val Val Pro Tyr Phe Leu Lys Trp Mot Olu Arg Phe Pro Thr Leu Gin 
fsp L eu Ma Gin Ala Arg Olu Ser Asp Val Val Gin Leu Trp Olu Oly 
L eu Gly Tyr Tyr Ser Arg Ala Arg Asn Leu Leu Ala oly Ala Arg Val 
Xle Thr Glu fie Phe Gly Gly Olu He Pro Asn Asp Leu Ala Leu Leu 
Ser Ser He Lys Oly lie Gly III Tyr Thr Ala Asn Ala He Leu Ala 
Phe Ala Phe Lys Oln Lys Asn Pro Ala Val Asp Oly Asn Val Leu Arg 

-ICQ J. _J-> 

vfl Met ser Arg Leu Phe Ala He Glu Glu Ser He Asp Arg Met Asn 
Thr Arg Arg Glu He Thr Oly Leu Cys Glu Ser Leu Leu Pro Asp Gin 
ASP Pro Gin Val He Ala Glu Ser Phe Xle Olu Leu Gly Ala Arg He 
cys Lys Lys Gin Pro Leu Cys IZ Oln Cys Pro Leu Arg Ser Phe Cys 
Thr III Tyr Arg Gin Gly Thr Met Olu Gin Tyr Pro Val Arg Asn Thr 
S Ala Ala He Ser Arg Leu Phe Arg Ala Val Val He Val Leu Tyr 
Lys ASP Gin val III Met Thr Lys Arg Glu Glu Lys Glu He Met Ala 
Oly Leu Tyr III Phe Pro Tyr Tyr Gin Leu Pro Lys Glu Asp Cys cys 
ASP He III Lys He He His Leu Val Gin Lys Asp Tyr Gly Glu Thr 
L eu H 9 is Phe Val Ser Ser III Pro Ser Gin Lys Gin Val Phe Thr Xaa 

fie Ala Leu His Tyr Ser His Met Phe Ser Thr Xaa Asn Xle Xaa Tyr 

325 330 
Arg He Ala Thr Arg 
340 

(2) INFORMATIONS POUR LA SEQ ID NO: 3 53: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 27 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 347113 347940 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 353: 

Trp lie Met Gin Glu Phe He Gly Thr Ala Asp Arg His He Arg Leu 
Ser Ser Phe Leu Lg Ser Leu Pro His Leu Pro Lys Lys Thr He 

Leu Glu ser 5al Arg Tyr His Gly ^ys Arg Val Asn Gly Arg He Glu 

A 0 " 
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Arg 


Phe 


Glu 


Ser 


Tyr 


Lys 


Leu 


Gin 


Pro 


Gly 


Asp 


Arg 


Val 


Ser 


Leu 


Gin 


50 










55 










60 










lie 


He 


Glu 


His 


Ser 


Ser 


Pro 


Gin 


Leu 


Leu 


Trp 


Glu 


Asp 


Glu 


His 


Leu 


65 










70 










75 










80 


Cys 


He 


Tyr 


Asn 


Lys 


Pro 


Ala 


Lys 


Gin 


Thr 


Ser 


Glu 


Asp 


Leu 


Ala 


His 








85 










90 










95 




Gin 


Leu 


Asn 


Val 


His 


Leu 


Val 


His 


Arg 


Leu 


Asp 


Arg 


Asp 


Thr 


Ser 


Gly 








100 










105 










110 






Cys 


He 


Leu 


Phe 


Ala 


Lys 


His 


Ala 


Lys 


Ala 


Ser 


Ser 


Leu 


He 


Thr 


Gin 




115 










120 










125 








Leu 


Phe 


Lys 


Asn 


Arg 


Glu 


He 


Asp 


Lys 


Arg 


Tyr 


He 


Ala 


Leu 


Val 


Phe 




130 










135 










140 










Gly Gin 


Pro 


Arg 


Gin 


Glu 


Ser 


Gly 


He 


He 


Thr 


Thr 


Tyr 


Thr 


Ala 


Pro 


145 










150 










155 










160 


Cys 


Tyr 


Arg 


Arg 


Thr 


Gly Ala 


Val 


Leu 


Phe 


Gly Asn 


Thr 


Asp 


Gin 


Asn 








165 










170 










175 




Ser 


Gly 


Lys 


He 


Thr 


He 


Thr 


Lys 


Trp 


Glu 


He 


Leu 


Thr 


Arg 


Tyr 


Pro 




180 










185 










190 






Lys 


Tyr 


Thr 


Leu 


Leu 


Leu 


Cys 


Arg 


Pro 


Val 


Thr 


Gly 


Arg 


Thr 


His 


Gin 


195 










200 










205 








He 


Arg 


Leu 


His 


Met 


Lys 


Thr 


He 


Gly 


His 


Pro 


He 


Val 


Gly 


Asp 


Val 




210 










215 










220 










Asp 


Tyr 


Gly 


Asn 


Gin 


Glu 


Gin 


Pro 


Lys 


Asn 


Val 


Val 


Arg 


Thr 


Leu 


Leu 


225 






230 










235 










240 


His 


Ala 


Ala 


Ser 


Leu 


Ala 


Phe 


He 


Ser 


Pro 


Phe 


Ser 


Asn 


Glu 


Lys 


He 










245 










250 










255 




Glu 


He 


Ser 


Ser 


Leu 


Thr 


Pro 


Ser 


Gin 


Asp 


Pro 


Tyr 


Pro 


Phe 


Tyr 


Ala 








260 










265 










270 






Asp 


Phe 


Arg 


Pro 



























275 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 54: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 673 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (348146 .. 350164) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 354: 



Asn 


Phe 


Leu 


Leu 


Lys 


He 


Lys 


Asn Pro 


Tyr 


Lys Asn Pro 


Gly Val 


Lys 


1 








5 








10 




15 




Gly Met 


Ser 


Phe 


Gly 


He 


Gly 


Ser Ala 


Cys 


Ser Ser Leu 


Trp Ser 


Arg 








20 








25 






30 




Leu 


Cys 


Gly 


Ser 


Ser 


Gly 


Ser 


Glu Gly 


Asn 


Ser Glu Glu Gly Val 


Thr 




35 










40 




45 






Ser 


Ser 


Gly 


Ser 


Asp 


Ala 


Ala 


Ser Gly 


Ser 


Gly Ala Ala 


Ser Ala 


Val 




50 










55 






60 






Cys 


Gin 


Gin 


Pro 


Thr 


Ser 


Ser 


Ala Ser 


Thr 


Glu Gly Asn 


Gly Pro 


Ser 


65 










70 








75 




80 


Val 


Gin 


He 


Pro 


Met 


Val 


Gly 


Thr Tyr 


Ser 


Ala Asn Val 


Gin Ser 


Leu 










85 








90 




95 




Val 


Asn 


Gin 


Gly 


His 


Gly 


Gly Arg Gly 


Phe 


Val Asn Arg 


Cys Tyr 


Gin 



1111 



105 110 



Lys w Mr "la s.r oly V,! s.r L.u Thr s.r Ha s.r II. oly «• 
oly Asp « val Asp oly Pro L.u Pro « «1 v.l «• «» «» 
Pro oln oly s.r oly Ser Ser Al. «. 01, Ala «Y ■« "» «. «« 

;s «. « — =« °s s " ^ as 1,11 G1Y Asn ser J™ ph ° 

M p Leu Ph. Oly III s.r oln II. Thr Asn L.u II. oly Asp Al. V,! 
6SP Oly Thr s.r Tnr s.r s.r s.r Pro L.u Ar g Asp Al. Thr Lys oly 
Ma ser Thr Al. Asp Leu II. A!. Leu Ph. L.u Ala L.u Oly Oly ser 
Oly III oln Oly V.l Asn s.r Pro L.u V.l Ala Thr Leu L.u ser Ar s 
£r S.r Leu S.r oly s.r Lau Asp Ala Lys Lys L.u ol» Olu L.u L.u 

OAR ZbU 

Olu Ala Leu Lys Lys L.u oln Asn Asp Ala Pro Thr s.r Asp oly Al, 
Mg Pro Cly L.u Oly olu cys cys Thr His L.u cys oly Ala Leu s.r 
s.r s.r fro Asn Pro He Val s.r Al. v.l Oly II. Ala oly Thr oly 

290 ? 95 tm= rm Ser Gin Arg Val Arg Lys 

Leu Thr Glu Leu Leu Met Leu Ala Ala Gin Ser oin ^ 

Cys Ala Leu Leu Cys hIs Asp Ala Cys Lys Pro Cys Cys Ala Ser Ala 

cys Gly Tyr Pro III cys oly Cys Ala Asp Gly Glu Gly Gly Cys oly 

ser Phe Gly IV* Leu Val Cys Ser Cys Ala Glu Leu Trp Cys Cys Gin 

Olu ser Pro Ala Glu Glu Ala Asn Leu Glu Glu Tyr Ala Arg Lys Leu 

L ys Asp Leu Glu Met Ala Val Gly Ser Thr Thr Phe Met Leu Gly Leu 

K Asn Leu Gly He III Phe Ser Asp Leu Val Lys Gly Asn Phe Thr 

A sn Leu Pro Thr Pro Glu Gin Leu Glu Thr Ala Cys Lys Asp Ala Val 

S er Ser Leu Gly Lys Leu Met Met Arg He Thr His Glu Lys Trp Leu 

. _ r- 440 

Oly Ar fl "eu cys S.r cys Al. oly II. L.u Asp Asn Pro Ph. Trp Lys 
Ars ill Lau cys S.r oly L.u Ala oly Oly Thr His H.t Lau s.r L.u 
i£ Asp Leu Thr s.r Ar g val Lys V.l II. Thr s.r S.r oly Asn Lys 
Oln Olu Al. Olu ill Leu Asp Lau olu L.u L.u L.u Pro Al. Leu s.r 
s.r Lau Oln v.l Thr oly Thr olu Olu A.p cys Asp Asp olu oly oln 
Oly Leu III Thr Asp oln L.u Tnr H.t L.u L.u cys Lys Ph. cys S.r 
val "eu ser Ala Al. He o!y Asn Asp Arg Ar| Pro lie Trp L.u Thr 
Pro Lys Oln II. Thr III lie L.u cys v.l cys Met v.l H.t s.r oly 
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He 


Ser 


He 


Val 


Gly 


Gly 


Pro 


Ser 


Asn 


Gin 


Ser 


Ala 


Glu 


Tyr 


Gin 


Glu 








580 










585 










590 






Phe 


Gin 


Asn 


Thr 


Val 


Met 


Gin 


Glu 


Ser 


Leu 


Thr 


His 


Leu 


Gin 


Ser 


Ser 






595 










600 










605 








Leu 


Arg 


Val 


Ser 


Lys 


Arg 


Thr 


Asn 


Asn 


Arg 


Thr 


Arg 


Ala 


Glu 


Val 


Arg 




610 










615 










620 










Lys 


Leu 


Val 


Val 


Lys 


Tyr 


Glu 


Ala 


Gin 


Ser 


Ser 


Phe 


Leu 


Ser 


Leu 


Leu 


625 










630 










635 










640 


Glu 


Gly 


Leu 


Arg 


Asp 


Pro 


Asn 


Ser 


Lys 


Glu 


Ser 


Lys 


Asp 


Leu 


Met 


Arg 










645 










650 










655 




Glu 


Cys 


Phe 


Ala 


Ser 


Trp 


Ala 


Gin 


Lys 


Ala 


Gly Val 


Gin 


Ser 


Ser 


Ser 






660 










665 










67 0 







He 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 55: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 287 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

<iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 350423 351283 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 355: 



Leu 


Met 


Leu 


Lys 


He 


Asp 


Leu 


Thr 


Gly 


Lys 


He 


Ala 


Phe 


He 


Ala 


Gly 


1 








5 










10 










15 




He 


Gly 


Asp 


Asp 


Asn 


Gly 


Tyr 


Gly 


Trp 


Gly 


He 


Ala 


Lys 


Met 


Leu 


Ala 








20 










25 










30 






Glu 


Ala 


Gly 


Ala 


Thr 


He 


Leu 


Val 


Gly 


Thr 


Trp 


Val 


Pro 


He 


Tyr 


Lys 






35 










40 










45 








He 


Phe 


Ser 


Gin 


Ser 


Trp 


Glu 


Leu 


Gly 


Lys 


Phe. 


Asn 


Ala 


Ser 


Arg 


Glu 




50 










55 










60 










Leu 


Ser 


Asn 


Gly 


Glu 


Leu 


Leu 


Thr 


Phe 


Ala 


Lys 


He 


Tyr 


Pro 


Met 


Asp 


65 










70 










75 










80 


Ala 


Ser 


Phe 


Asp 


Thr 


Pro 


Glu 


Asp 


He 


Pro 


Gin 


Glu 


He 


Leu 


Glu 


Asn 










85 










90 










95 




Lys 


Arg 


Tyr 


Lys 


Asp 


Leu 


Ser 


Gly 


Tyr 


Thr 


Val 


Ser 


Glu 


Val 


Val 


Glu 








100 










105 










110 






Gin 


Val 


Lys 


Lys 


Asp 


Phe 


Gly 


His 


He 


Asp 


He 


Leu 


Val 


His 


Ser 


Leu 






115 










120 










125 








Ala 


Asn 


Ser 


Pro 


Glu 


He 


Ala 


Lys 


Pro 


Leu 


Leu 


Asp 


Thr 


Ser 


Arg 


Lys 




130 










13 5 










140 










Gly 


Tyr 


Leu 


Ala 


Ala 


Leu 


Ser 


Thr 


Ser 


Ser 


Tyr 


Ser 


Phe 


He 


Ser 


Leu 


145 








150 










155 










160 


Leu 


Ser 


His 


Phe 


Gly 


Pro 


He 


Met 


Asn 


Ala 


Gly Ala 


Ser 


Thr 


He 


Ser 










165 










170 










175 




Leu 


Thr 


Tyr 


Leu 


Ala 


Ser 


Met 


Arg 


Ala 


Val 


Pro 


Gly 


Tyr 


Gly Gly Gly 








180 










185 










190 






Met 


Lys 


Pro 


Ala 


Lys 


Ala 


Ala 


Leu 


Glu 


Ser 


Asp 


Thr 


Lys 


Val 


Leu 


Ala 




195 










200 










205 








Trp 


Glu 


Ala 


Gly 


Arg 


Arg 


Trp 


Gly Val 


Arg 


Val 


Asn 


Thr 


He 


Ser 


Ala 




210 










215 










220 










Gly 


Pro 


Leu 


Ala 


Ser 


Arg 


Ala 


Gly Lys 


Ala 


He 


Gly 


Phe 


He 


Glu 


Arg 
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240 

230 



Met Val Asp Tyr Tyr Gin Asp Trp Ala Pro Leu Pro Ser Pro Met Glu 

Ala Glu Gin Val 111 Ala Ala Ala Ala Phe Leu Val Ser Pro Leu Leu 

Ala Gin Leu Arg Olu Lys Leu Ser Met Trp He Thr Glu Pro Met 
275 280 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 56: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 298 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 351314 .. 352207 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 356: 
Met ser Leu Gin Lys Leu Leu Val Thr Asp He Asp Gly Thr lie Thr 
His Gin Ser His Leu Leu His Asp Arg Val Val Lys Ala Leu His Gin 
Tyr Tyr Asp Ser Gly Trp Gin Leu Phe Phe Leu Thr Gly Arg Tyr Phe 
ser Tyr Ala Tyr Pro Leu Phe Gin Asn Phe Ser Val Pro Phe Leu Leu 
Gly ser Gin Asn Gly Ser Ser Val Trp Ser Ser Thr Asp Lys Glu Phe 
lie Tyr Phe Arg Ser Leu ser Arg Asp Phe Leu Cys Val Leu Glu Lys 
Tyr Phe Glu Asp Leu Asp Leu He Ala Cys He Glu Ser Gly Ala Ser 
Asn Arg Asp Tl Tyr Phe Arg Lys Gly Leu Gly Lys Thr Ser Gin Glu 
Leu Lys Ala lie Leu Asp Ala Val Tyr Phe Pro Thr Pro Glu Ala Ala 
Arg Leu Leu Val Asp Val "in Gly His Leu Ser Glu Glu Phe Ser Tyr 



III Asp Phe Ala lie Ala Lys Phe Phe Gly olu Arg Glu Glu Val Lys 



L ys lie Met Asp Arg Phe He Gin Ser Pro Glu Val Ser Sjr Gin Val 



170 



185 



Thr Met Asn £r Met Arg Trp Pro Phe Asp Phe Lys Tyr Ala Val Leu 
Leu Leu Thr Leu Lys Asp Val Ser Lys Gly Phe Ala Val As P Gin Val 
Val IZ Thr Phe Tyr Lys Gil Asn Lys Pro Phe lie Met Ala Ser Gly 
S Asp val Asn Asp III Asp Leu Leu Ser Arg Gly Asp Phe Lys He 



Val He Gin Thr Ma Pro Glu Glu Met hIs Gly Leu Ala Asp Phe Leu 



265 



Ala Pro Pro III Lys Asp Leu Gly He Leu Ser Ala Trp Glu Ala Gly 

275 280 
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Glu Leu Arg Tyr Lys Gin Leu Val Asn Pro 
290 295 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 57: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 161 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 3 52245 .. 3 52727 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 357: 



Asp 


Pro 


Ala 


Arg 


Lys 


Arg 


Ser 


Phe 


Met 


Leu 


Arg 


Leu 


Phe 


Gin 


His 


He 


1 








5 










10 










15 




Leu 


Cys 


Phe 


Leu 


Glu 


Glu 


Val 


Pro 


Ser 


Phe 


Val 


Asp 


Val 


Leu 


Gin 


Glu 






20 










25 










30 






Leu 


Ser 


Phe 


Val 


Asn 


Glu 


Ala 


Phe 


Ser 


Gly 


Ser 


Met 


Arg 


Trp 


Glu 


Val 






35 










40 










45 








Gly 


Lys 


Met 


Leu 


Gly 


Ser 


Leu 


Leu 


Leu 


Leu 


Leu 


Gly 


He 


Phe 


Gly 


Gly 


50 










55 










60 










Gly 


Cys 


Leu 


Leu 


Phe 


Arg 


Arg 


Phe 


Leu 


Arg 


Ser 


Arg 


Gly 


His 


Leu 


Pro 


65 








70 










75 










80 


Ser 


Gly 


Asn 


Ser 


Ser 


He 


Lys 


He 


Leu 


Asp 


Gin 


Arg 


Val 


Leu 


Ala 


Ser 








85 










90 










95 




Lys 


Thr 


Ser 


He 


Tyr 


Val 


He 


Lys 


Val 


Ala 


Asn 


Lys 


Thr 


Leu 


Val 


Val 






100 










105 










110 






Ala 


Glu 


Arg 


Gly 


Glu 


Arg 


Val 


Thr 


Leu 


Leu 


Ser 


Glu 


Phe 


Pro 


Pro 


Asn 






115 










120 










125 








Thr 


Asp 


Leu 


Asn 


Glu 


Leu 


He 


Gin 


Lys 


Asp 


Gin 


Lys 


Lys 


Pro 


Ser 


Thr 




130 










135 










140 










Ser 


Arg 


Gly 


Glu 


Met 


Leu 


Ser 


Gly 


Phe 


Leu 


Lys 


Gin 


Phe 


Lys 


Glu 


Lys 



145 150 155 160 

Lys 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 58: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 119 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (3 533 05 3 53 661 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 358: 

Met Phe Gly Val Gly He Asp He He Glu He Asp Arg He Arg Lys 

15 10 15 

Ser Tyr Gin Thr Tyr Gly Asp Arg Phe Leu Lys Lys He Phe Thr Glu 
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20 

L Tyr Cys Phe 

Al, Ala Ar g Phe Al, Ala Ly. Su Ala V,l Al. Lys Ala Leu Sly Thr 
oly Ir. Gly Lys Leu Leu Lys Trp Lys Glu II. Glu Met Arc, Arc, MP 
Sr Ar g Gin Pro Gin V,! M val Pro Glu Al, Leu Leu cys ser Leu 

Oly Val Lys A„ V.1 Leu Leu « ser His ser Ar g Glu <». »U 

100 1Ub 
Thr Ala Val Ala He Ala Glu 
115 

(2) INFORMATIONS POUR LA SEQ ID NO: 3 59: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 183 acides amines 

(B) TYPE*, acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(Vlii) POSITION DANS LE GENOME: complement (353670 .. 354218) 
(Xl) DESCRIPTION DE LA SEQUENCE : SEO. ID NO: 359: 
V,! Leu Ala Lys Gly Arg As„ Thr Cys Ala val cys Asp Gly Ala s.r 
L II. Phe Ar g Asp Ly. Asp Leu Phe Val Val Gly Gly Gly Asp Ser 
Ala Leu Glu "» Ala Met Ph. Leu Thr Ar 3 Tyr Gly Lys A« Val Ph. 
v ,l val 11, AT, Art, Asp Thr Leu Ar g Ala ser Lys v,l Met val As„ 
Ly. Gl„ Ala Asn Glu Lys He Ph. Ph. Leu Trp A.n s.r Glu II. 

Si 1-ys He « Gly Isp Thr Leu val AT, ser He Asp II. Tyr Asn 
Asn val Asp Ly. Thr Thr Thr Thr Met Glu Ala Ala Gly val Ph. Phe 
Al, He Gly S. Gin Pro Asn Thr Ala Phe Leu Gly Gly Gin Val Ala 
Leu Asp III A.n Gly Tyr II. He Thr Glu Lys Gly S.r s.r Ar g Thr 
s.r S! Pro Gly val Ph. Ala Ala Gly Asp Val Gin Asp Lys Tyr Tyr 
Ar g Gin Al, II. Thr III Al, Gly ser Gly cy. Met Al, Al. Leu Asp 

53 1 ct: 1 /U 



30 



Oly Glu Arg 111 Cys Pfce Ser Lys Ser Asn Pro Tyr Ala Ser Leu 



165 

Val Glu Arg Phe Leu Glu Asn 
180 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 60: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 155 acides amines 
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(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 54140 3 54604 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 60: 



Met 


Thr 


His 


Ala 


Lys 


Leu 


Val 


He 


He 


Gly 


Ser 


Gly 


Pro 


Ala 


Gly 


Tyr 


1 








5 










10 










15 




Thr 


Ala 


Ala 


He 
20 


Tyr 


Ala 


Ser 


Arg 


Ala 
25 


Leu 


Leu 


Thr 


Pro 


Val 
30 


Leu 


Phe 


Glu 


Gly 


Phe 


Phe 


Ser 


Gly 


He 


Ala 


Gly 


Gly Gin 


Leu 


Met 


Thr 


Thr 


Thr 




35 










40 










45 








Glu 


Val 


Glu 


Asn 


Phe 


Pro 


Gly 


Phe 


Pro 


Glu 


Gly Val 


Leu 


Gly 


His 


Gin 




50 










55 










60 










Leu 


Met 


Asp 


Leu 


Met 


Lys 


Thr 


Gin 


Ala 


Gin 


Arg 


Phe 


Gly 


Thr 


Gin 


Val 


65 








70 










75 










80 


Leu 


Ser 


Lys 


Asp 


He 


Thr 


Ala 


Val 


Asp 


Phe 


Ser 


Val 


Arg 


Pro 


Phe 


Val 








85 










90 










95 




Leu 


Lys 


Ser 


Gly 


Glu 


Glu 


Thr 


Phe 


Thr 


Cys 


Asp 


Ala 


Cys 


He 


lie 


Ala 






100 










105 










110 






Thr 


Gly Ala 


Ser 


Ala 


Lys 


Arg 


Leu 


Ser 


He 


Pro 


Gly Ala 


Gly 


Asp 


Asn 






115 










120 










125 








GlU 


Phe 


Trp 


Gin 


Lys 


Gly Val 


Thr 


Leu 


Ala 


Leu 


Phe 


Val 


Thr 


Glu 


Pro 




130 










135 










140 










Leu 


Pro 


Phe 


Phe 


Val 


Thr 


Lys 


He 


Cys 


Leu 


Leu 












145 










150 










155 













(2) INFORMATIONS POUR LA SEQ ID NO : 3 61: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 538 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 3 55059 .. 3 56672 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 361: 



Leu 


Tyr 


Ala 


He 


His 


Gly 


Phe 


Thr 


Ala 


Thr 


GlU 


Glu 


Glu 


Pro 


Thr 


Ser 


1 






5 










10 










15 




GlU 


Val 


His 


Pro 


Gly 


Ala 


He 


Leu 


Lys 


Gly 


Thr 


Val 


Val 


Asp 


He 


Ser 








20 










25 










30 






Lys 


Asp 


Phe 


Val 


Val 


Val 


Asp 


Val 


Gly 


Leu 


Lys 


Ser 


Glu 


Gly 


Val 


He 


35 










40 










45 








Pro 


Met 


Ser 


Glu 


Phe 


He 


Asp 


Ser 


Ser 


Glu 


Gly 


Leu 


Thr 


Val 


Gly Ala 




50 










55 










60 










Glu 


Val 


Glu 


Val 


Tyr 


Leu 


Asp 


Gin 


Thr 


Glu 


Asp 


Asp 


Glu 


Gly 


Lys 


Val 


65 










70 










75 










80 


Val 


Leu 


Ser 


Arg 


Glu 


Lys 


Ala 


Thr 


Arg 


Gin 


Arg 


Gin 


Trp 


Glu 


Tyr 


He 










85 










90 










95 




Leu 


Ala 


His 


Cys 


Glu 


Glu 


Gly 


Ser 


He 


Val 


Lys 


Gly 


Gin 


He 


Thr 


Arg 
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Lys »i Lys G°iy civ — *J "» Gly M8t ^ 

pro Gly "er Gl» He Asp Asn Lys Lys He Lys Asn - MP «P Tyr 
val "ly W v,x cys olu p". Lys 11. » wj »• « « "» f 6 ? 

IS »» «1 V,! S« Ar g Ar, Olu L« L.u Olu Ala «» «| 

S.r Lys Lys Al. Glu Leu II. Ol. «• *" '» " a 

Lys o ly II. vS W -» lis Thr Asp Ph. Gly Val Ph. Leu Asp L.u 
A sp Gly IS Asp Gly L.u Leu His II. Thr Asp Met Thr Trp Lys Arg 
II. Arg His Pro s.r Cl» »t val olu L.u Asn Gin Glu L.u olu Val 
E. II. L.u s.r v.1 asp Lys Glu Lys Gly Arg val Ala L.u oly Leu 
Lys oin Lys Olu As» Pro Trp Glu Asp II. Glu ,y. WJ Tyr Pro 
Pro Cly Lys a" val Arg Gly Lys II. val W «> « *» ™» 
Ala Ph. fl. Olu II. Glu Olu Gly II. Olu Gly L.u II. His v.1 s.r 

290 , t III T1e val Asp Pro Asn Glu Val Val Asn 

Glu Met Ser Trp Val Lys Asn He Val Asp rr^ ^ 

Lys Gly Asp Glu val o" val val val L«u Ser H. ol„ Lys Asp olu 
Gly Lys II. S.r L.u oly L.u Lys Gin Thr Lys Hi. Asn Pro Trp Asp 
M „ no Olu otu Lys Tyr Pro II. Gly « Arg va! Thr Ala olu lie 
Lys As„ S Thr Asn Tyr Gly Ala Ph. Val Glu Leu Glu Pro Oly II. 
Glu oly Leu He His H. "er Asp Met s.r Trp He Lys Lys val S.r 

385 ^° t„ c rv, Glv Asn Thr Val Glu Ala Val He 

His Pro Ser Glu Leu Phe Lys Lys Gly Asn in ^ 

Leu s.r v.1 Asp Lys Olu Ser Lys Lys II. Thr L.u Oly Val Lys Ola 

Leu Thr Pro ill Pro Trp Asp olu II. olu Ala Met Ph. Pro Val oly 

s.r Asp "I ser Gly val Val Thr Lys II. Thr Ala Ph. Gly Al, Phe 

V,l til L.u Gin Ash 0!y lie Glu oly L.u n. His va! S.r olu L.u 

465 4 T° r ti q fin asd Val Leu ser He Gly Asp 

ser Glu Lys Pro Phe Ala Lys He Glu Asp Val Le ^ 

Ly, V.1 s.r Ala tys Val II. Lys L.u Asp Pro Asp His Lys Lys v,l 
s.r L.u s»r III Lys olu Ph. Leu Ala His Gly oly Asp Al, oly His 

515 520 
Asp Ala Glu Glu Glu Ser Ser Asp Arg Asp 



530 

(2) INFORMATIONS POUR LA SEQ ID NO: 362: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 19 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lin£aire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 356793 357377 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 62: 

Met Asn Lys Asp Leu Val Ala He Phe Asp Tyr Met Glu Arg Glu Lys 

! 5 10 15 

Gly He Gin Arg Ser Thr He Val Gly Ala He Glu Ser Ala Leu Lys 

20 25 30 

He Ala Ala Lys Lys Thr Leu Arg Asp Asp Ala Asn Val Ser Val Ser 

35 40 45 

He Asn Pro Arg Thr Gly Asp He Glu Val Phe Cys Glu Lys Gin He 

50 55 60 

Val Glu Lys Cys Gin Asn Pro Ser Lys Glu He Pro Leu Asp Lys Ala 
65 70 75 80 

Arg Glu Tyr Asp Pro Asp Cys Gin He Gly Gin Tyr Met Asp Val Pro 

85 90 95 

Phe He Ser Asp Gin Phe Gly Arg He Ala Ala His Ala Ala Arg Gin 

100 105 HO 

He He Gly Gin Lys Leu Arg His Ala Glu Arg Asp Val He Tyr Glu 

115 120 125 

Glu Tyr Arg His Arg Lys Asn Glu He He Ser Gly Val Val Lys Ser 

130 135 140 

Phe Ala Arg Gly Ala Asn Leu Val Val Asp Leu Gly Lys Val Glu Gly 
145 150 155 160 

Leu Leu Pro Ala Arg Phe Tyr Pro Lys Thr Glu Lys His Lys Val Gly 

165 170 175 

Asp Lys He Tyr Ala Leu Leu Tyr Glu Tyr Arg Asn Leu Lys Met Val 
180 185 190 

Glu Leu Lys 
195 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 63: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 256 acides amines 

(B) TYPE: acide amin6 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 3 5732 6 .. 358093 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 3 63: 

Asp Leu Cys Ala Ser Leu Arg Val Gin Glu Ser Glu Asn Gly Gly Ala 

15 10 15 

Glu Val He Leu Ser Arg Ser His Pro Glu Phe Val Lys Gin Leu Phe 

20 25 30 

Val Gin Glu Val Pro Glu Leu Glu Glu Gly Ser Val Glu He Val Lys 
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II. ,1. Arg «« »a Gly Tyr Arg Thr Lys M.t Ala W Arg — •« 
Asp Iro Gin Thr Asp A!. 5.X Oly Ala P>« v.! My t «« Gly «r 
Arg n. Lys Asn II. !°1. Arg ol» «-> « «■ = 1U " e ^ P 

« Asn Tyr s.r So V,! s.r Thr Glu L.u L.u Gin Asn L.u L.u Tyr 
Pro Val Glu i" Gin Lys He Ala II. L.u olu «P « «" 
Ala II. i" val Gin Asp s.r Asp Tyr Ala Thr val He Gly ««• «. 
My SI Asn Al. Arg L.u -r =1. H« -u «» ^ «» «" "J 
vfl Gin Arg Met S.r Mu Tyr As„ Lys L.u L.u «« «• "1= «f «" 
ol» L.u Ala Olu i£ «u ASP Pro Arg L.u Asp Gin Pro L.u Glu V.l 
olu Gly lie As„ Thr L.u II. v.l oin Asn L.u Olu His Al. oly Tyr 

195 t 7.1= got- Ala Ser Glu Leu Ala Ser 

ASP Thr lie Arg Lys lie Leu Leu Ala Ser Ala Ser 

210 tX* _ „ .,_ rrvr Lvs He Leu Glu Gin Val 

Val Pro Gly He Ser Leu Glu Leu Ala Tyr Lys ^ 

225 23 ° , ,„ Glu Lvs pro Gin Xaa Glu Asp 

Ser Lys Tyr Gly Glu Gly Lys Val Asp Glu Lys y> ^ 

245 ^ u 

(2) INFORMATIONS POUR LA SEQ ID NO: 3 64: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 897 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 358053 .. 3 60743 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 3 64: 

Met Glu Lys Ala Lys Leu Thr Lys Asn Leu Lys Xaa Lys He Lys Asn 

Al a Gin Leu Thr Lys Ala Xaa Gly Leu Asp Lys Leu Lys Gin Lys Leu 

Ala Gin Ala G°iy Ser Ser Asp Thr Lys Asn Ser Pro Ala Ser Lys Ala 

35 t rnuv tats riv Thr Pro Ala Pro 

oin Thr Lys Glu Lys s.r s.r Lys Lys Thr Ala oly Thr 

ila Pro Olu VI Asp L.u Gly Al. Thr Glu S.r Thr Ala Ar fl Arg II. 
tl g Ala Lys Asp Arg s.r s.r Ph. Ala Ala olu Pro Thr Val Thr Thr 
Al, L.u Pro Oly Asp Ala s.r His L.u Thr wo Asp Ala II. Pro Al. 
II. Lys Ala HI G!U lie Thr S.r val Thr oin Lys olu Gin Thr L.u 



115 I 20 
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Arg Glu Cys Thr Asp Thr Ser Ser Val Gin Gin Glu Glu Lys Lys Glu 

130 135 140' 

Ser Ser Glu Glu Thr Ser Pro Glu Thr Pro Glu Arg lie Glu Glu Thr 
145 150 155 160 

Pro lie lie Arg Thr Arg Thr Glu Pro Lys Ser Val Val Ser lie Lys 

165 170 175 

Pro Lys Phe Gly Pro Thr Gly Lys His lie Asn His Leu Leu Ala Lys 

180 185 190 

Thr Phe Lys Ala Pro Ala Lys Glu Thr Lys Ala Ala Ser Thr Glu Glu 

195 200 205 

Thr Thr Gin Gin Gin Pro Arg Gin Asn Asp Ala Ala Ser His Asn Asn 

210 215 220 

Lys Gin Gin Pro Ser Gly Thr Ser Ser Arg Pro Ala Ser Ser Ala Pro 
225 230 235 240 

Ser Tyr Arg Arg Glu Ser Thr Ser Asn Asn Asn Asn Asn Ala Lys Arg 

245 250 255 

Gly Ser Glu Arg Asp Arg Ser Lys Arg Ser Asp Glu Ser Val Lys Ala 

260 265 270 

Phe Thr Gly Arg Asp Arg Tyr Gly Leu Asn Glu Gly Ser Ser Glu Glu 

275 280 285 

Asp Lys Trp Arg Lys Lys Arg Val His Lys Thr Lys Lys Gin Ala Glu 

290 295 300 

Glu His Val Val Gin Cys Pro Ala His lie Lys lie Ala Leu Pro lie 
305 310 315 320 

Thr Val Lys Asp Leu Ala Ala Glu Met Lys Leu Lys Ala Ser Glu Leu 

325 330 335 

lie Gin Lys Leu Phe lie His Gly Met Thr Tyr Val Val Asn Asp Val 

340 345 350 

Leu Asp Ser Gin Thr Val Val Glu Tyr lie Gly Leu Glu Phe Gly Cys 

355 360 365 

Thr lie Glu lie Asp Ser Ser Ala Lys Glu Lys Leu Cys Leu Val Glu 

370 375 380 

Asn Thr Val Arg Asp Glu Val Asn Ala Thr Asp Pro Glu Lys Leu lie 
385 390 395 400 

lie Arg Ser Pro lie Val Ala Phe Met Gly His Val Asp His Gly Lys 

405 410 415 

Thr Thr lie lie Asp Ala Leu Arg Gin Ser Asn Met Ala Ala Ser Glu 

420 425 430 

Ala Gly Ala He Thr Gin His Thr Gly Ala Phe Lys Cys Thr Thr Pro 

435 440 445 

Val Gly Glu He Thr Val Leu Asp Thr Pro Gly His Glu Ala Phe Ser 

450 455 460 

Ala Met Arg Ala Arg Gly Ala Glu Val Cys Asp He Val Val Leu Val 
465 470 475 480 

Val Ala Gly Asp Glu Gly He Lys Glu Gin Thr He Glu Ala He Glu 

485 490 495 

His Ala Lys Gly Ala Asn He Thr He Val Val Ala He Asn Lys Cys 

500 505 510 

Asp Lys Pro Lys Leu Gin Cys Arg Asn Ser Val Pro Ser Val Ser Arg 

515 520 525 

He Arg Ser Leu Leu Pro Glu Ala Trp Gly Gly Ser He Ala Thr He 

530 535 540 

Asn Thr Ser Ala Lys Thr Gly Glu Gly Leu Gin Asp Leu Leu Glu Met 
545 550 555 560 

Leu Ala Leu Gin Ala Glu Val Leu Glu Leu Lys Ala Asp Pro Ser Ala 

565 570 575 

Arg Ala Arg Gly Leu Val He Glu Ser Glu Leu His Lys Gly Leu Gly 

580 585 590 

Ala Val Ala Thr Val Leu Val Gin Asn Gly Thr Leu His Leu Gly Glu 
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„. Leu va! Ph. M Asp cys Tyr sly W V.1 Thr M.t Hi, Asp 

Olu ?U Asn 01„ L.u wu "n s.r Ala Thr Jr. s.r «r Pro v.1 «J 

S Thr oly L.u s.r £. .U Pro Lys Ala sly Asp Pro Ph. .1. «1 

V.1 Lys Asn Olu Lys val Ala Lys Glu II. II. s.r Al, Arg L.u Ala 

oly .in Gin Ar g S.r Ala Al, L.u Sin Lys Lys «, Pro Asn Ph. Asp 

». val Su 01„ AS„ Lys Lys Thr L.u Lys L.u II. II. Lys Al, Asp 

val sin =ly s.r II. Olu "a L.u Ala Hi. Ser II. L.u As„ II. Arg 

III Glu Lys V.1 Asp Va°i Olu II. L.u M> S.r Oly Val Sly Asp II. 

s .r OXU s.r Asp III Arg L.U Al, s.r Al, s.r Lys Al, Thr val II. 

Sly Ph. His Tnr s.r V,l slu s.r His Al. Slu Pro L.u II. Lys As„ 

L.u Asn V.1 Lys v,l cys ,.u Ph. Asp II. II. ^r His Al. val Asp 

Al. II. Lys Slu II. M.t S Sly L.u L.u Asp Pro n. Al, clu slu 

Ss Asn Leu Oly Ala Ala Olu He Lys Ala Thr Phe Lys Ser Ser oln 

L eu Oly Thr He Tyr Oly Cys Leu Val Thr Olu Oly Thr Val Val Arg 

Asn Oln Lys fie Arg He He Arg Asp Lys Olu Val Leu Trp Lys Oly 

Ser Leu Ser Ser Leu Lys Arg Leu Lys Olu Asp Val Lys Olu Val Lys 

Lys lly Met Olu Cys Oly He t-u -u Asp Asn Tyr Oln Oln Ala Oln 

865 , * ti. Leu oln cys Tyr Olu Val He Tyr His Pro Gin Thr 
Val Gly Asp He Leu Gin cys iyr 8g5 
cot; »au 



885 

Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 365: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 123 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 360753 .. 361121 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 365: 
Met Ala Glu Asn Arg Arg Met Lys Lys Val Asn Ala Met Leu Arg Olu 
Ala He Ala Lys Val He Leu Lys Asp Val Lys His Pro Lys He Ser 



20 25 
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Asn 


Arg 


Trp 


He 


Thr 


He 


Thr 


Arg 


Val 


Ser 


Leu 


Ser 


Arg 


Asp 


Leu 


Gin 






35 










40 










45 








Ser 


Ala 


Cys 


Val 


Tyr 


Val 


Ser 


He 


Met 


Pro 


His 


Glu 


Asn 


Ser 


Gin 


Glu 




50 










55 










60 










Glu 


Thr 


Leu 


Ala 


Ala 


Leu 


Lys 


Ala 


Ser 


Ala 


Gly 


Phe 


He 


Ala 


Phe 


Gin 


65 










70 










75 










80 


Ala 


Ser 


Lys 


Asp 


Leu 


Val 


Leu 


Lys 


Tyr 


Phe 


Pro 


Asp 


Leu 


Asn 


Phe 


Tyr 








85 










90 










95 




Val 


Glu 


Asp 


He 


Phe 


Ser 


Pro 


Gin 


Asp 


His 


He 


Glu 


Ser 


Leu 


Leu 


Leu 








100 










105 










110 






Lys 


He 


Ala 


GlU 


Gin 


Asp 


Lys 


Lys 


Thr 


Asn 


Pro 













115 120 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 66: 

(i) C ARAC TE R I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 234 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

<iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 3 6 1 183 3 6 1884 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 366: 



He 


GlU 


Gly Val 


Leu 


Leu 


Val 


Asp 


Lys 


Pro 


Gin 


Gly 


Arg 


Thr 


Ser 


Phe 


1 








5 










10 










15 




Ser 


Leu 


He 


Arg 
20 


Ser 


Leu 


Val 


Arg 


Leu 
25 


He 


Gly 


Val 


Lys 


Lys 
30 


He 


Gly 


His 


Ala 


Gly 


Thr 


Leu 


Asp 


Pro 


Phe 


Ala 


Thr 


Gly Val 


Met 


Val 


Met 


Leu 






35 










40 










45 








He 


Gly 
50 


Arg 


Lys 


Phe 


Thr 


Arg 
55 


Leu 


Ser 


Asp 


He 


Met 
60 


Leu 


Phe 


Glu 


Asp 


Lys 


Glu 


Tyr 


Ala 


Ala 


Val 


Ala 


His 


Leu 


Gly 


Thr 


Thr 


Thr 


Asp 


Thr 


Tyr 


65 








70 










75 










80 


Asp 


Cys 


Asp 


Gly 


Lys 
85 


He 


Val 


Gly 


Arg 


Ser 
90 


Lys 


Lys 


Val 


Pro 


Thr 
95 


Met 


Asp 


Glu 


Val 


Leu 


Thr 


Cys 


Thr 


Ser 


Tyr 


Phe 


Gin 


Gly 


Glu 


He 


Gin 


Gin 






100 










105 










110 






Val 


Pro 


Pro 
115 


Met 


Phe 


Ser 


Ala 


Lys 
120 


Lys 


Val 


Gin 


Gly 


Lys 
125 


Lys 


Leu 


Tyr 


Glu 


Tyr 
130 


Ala 


Arg 


Gin 


Gly 


Leu 
135 


Ser 


He 


Glu 


Arg 


Arg 
140 


Phe 


Ala 


Thr 


Val 


Thr 


Val 


Asn 


Leu 


Arg 


Leu 


Val 


Lys 


Tyr 


Glu 


Tyr 


Pro 


Arg 


Leu 


His 


Phe 


145 










150 










155 










160 


Val 


Val 


Gin 


Cys 


Ser 
165 


Lys 


Gly 


Thr 


Tyr 


He 
170 


Arg 


Ser 


He 


Ala 


His 
175 


Glu 


Leu 


Gly 


Asn 


Met 


Leu 


Gly 


Cys 


Gly 


Ala 


Tyr 


Leu 


Glu 


Glu 


Leu 


Arg 


Arg 






180 










185 










190 






Leu 


Arg 


Ser 
195 


Gly 


Ser 


Phe 


Ser 


He 
200 


Asp 


Gin 


Cys 


He 


Asp 
205 


Gly 


Asn 


Leu 


Leu 


Asp 
210 


Glu 


Pro 


Glu 


Phe 


Asn 
215 


Val 


Ser 


Pro 


Tyr 


Leu 
220 


Arg 


Asp 


Ala 


Asn 


Gly 


Leu 


He 


Leu 


Gin 


Pro 


Ala 


Pro 


Val 


Leu 














225 










230 
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(2) INFORMATIONS POUR LA SEQ ID NO : 3 67: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 307 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 361826 .. 362746 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 67: 
Met Tyr Leu Leu lie Tyr Val Met Gin Met Asp Leu Phe Tyr Ser Leu 
Lu Pro ser Ser Ln Pro He Glu Ser Val Thr lie Xaa Phe Phe Asp 
Gly cys Xaa Leu Xaa His Gin Ala Leu Leu Ser Phe Leu Thr Lys Phe 
Pro Gly Lys Ser Gly Val He Thr Phe Ser Gin His Pro Glu His Thr 
L eu ser Asn Ser Pro Pro Glu Thr He Thr Ser Leu Glu Glu Arg lie 
Sn Leu Leu Ala Gly Cys Gly He Asp Tyr Leu Ala Val Leu Pro Phe 
Asn Gin Glu He Ala Asn Gin Glu Ala Glu Leu Phe He Gin Ser He 
lyr L ys Thr Leu His Pro Ser Arg He Val Leu Gly Tyr Asp Ser Arg 
Leu Gly Lys Gly Gly Leu Gly Thr Ala Gin Thr Leu Arg Pro Phe Ala 
Ala ser Leu Gly He Ser III Glu Glu Val Pro Pro Leu Gin He Glu 
III Thr lie Val Ser Ser Arg Lys He Arg Gin Phe Leu Arg Glu Lys 
Asp Leu cys ser HI Glu Lys Phe Leu Gly Arg Pro Phe Ala Tyr Thr 
Gly Lys Val Ma His Gly Arg Gly He Gly Thr Ser Phe Gly Tyr Ala 
Thr lie Asn Leu Pro Leu Thr His Ser Leu Leu Pro Leu Gly Val Tyr 
Thr cys Thr He Val He Glu Gly Phe Ser Tyr Ala Gly Val Met Asn 
III Gly Met Ala Pro £S Met Gin Arg His Gin Leu Cys Leu Glu Ala 

O A ^ 2jU 

His lie Leu Asp Phe Ser Glu Asp Leu iyr Asp Lys Ser He Thr Val 
lie Leu Glu Gin Phe Leu Arg Glu Glu Lys Leu Phe Ser Ser Lys Asp 
Glu Leu Val Leu Ala He Gin III Asp He Arg Gin Ala Arg Leu Asn 



290 
Lys Asn Arg 
305 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 68: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 34 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lin£aire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 62 816 .. 3 63 853 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 368: 

Met Gly Gin Thr Glu Cys Gly lie Val Gly Leu Pro Asn Val Gly Lys 

15 10 15 

Ser Gly Leu Phe Asn Ala Leu Thr Gly Ala Gin Val Ala Ser Cys Asn 

20 25 30 

Tyr Pro Phe Cys Thr lie Asp Pro Asn Val Gly lie Val Pro Val lie 

35 40 45 

Asp Pro Arg Leu Glu Thr Leu Ala Arg lie Ser Gin Ser Gin Lys He 

50 55 60 

He Tyr Ala Asp Met Lys Phe Val Asp He Ala Gly Leu Val Lys Gly 
65 70 75 80 

Ala Ala Ser Gly Ala Gly Leu Gly Asn Arg Phe Leu Ser His He Arg 

85 90 95 

Glu Thr His Ala He Ala His Val Val Arg Cys Phe Asp Asn Asp Asp 

100 105 HO 

He Thr His Val Ser Gly Lys He Asp Pro Glu Glu Asp He Ala Val 

115 120 125 

He Asn Leu Glu Leu Val Leu Ala Asp Phe Ser Ser Ala Thr Ser Val 

130 135 140 

Arg Glu Lys Leu Gly Lys Gin Ala Lys Gly Lys Lys Asp He Gly Gin 
145 150 155 160 

Leu Leu Pro Leu Leu Asp Arg Val Val Asp His Leu Glu Ser Gly Asn 

165 170 175 

Pro Val Arg Thr Leu Ser Leu Ser Leu Glu Glu Lys Val Leu Leu Lys 

180 185 190 

Pro Tyr Pro Phe Leu Thr Gly Lys Pro Met Leu Tyr He Ala Asn He 

195 200 205 

Asp Glu Asp Ser Leu Thr Asp Leu Asp Asn Pro Tyr Val Gin Lys Val 

210 215 220 

Arg Glu He Ala Lys Arg Glu Glu Ala Asn Val Val Pro He Cys Val 
225 230 235 240 

Lys Leu Glu Glu Glu He Leu Ser Leu Pro Leu Glu Glu Arg Gin Asp 

245 250 255 

Phe Leu His Ser Leu Gly Leu Gin Glu Ser Gly Leu Asn Arg Leu Val 

260 265 270 

Ala Ser Ala Tyr His Thr Leu Gly Leu He Ser Tyr Phe Thr Thr Gly 

275 280 285 

Pro Gin Glu Thr Arg Ala Trp Thr He Ser Lys Gly Val Thr Ala Ala 

290 295 300 

Glu Ala Ala Gly Glu He His Ser Asp He Gin Arg Gly Phe He Arg 
305 310 315 320 

Ala Glu Val Val Thr Met Glu Asp He Val Ala Tyr Asp Gly Arg Ala 

325 330 335 

Gly Ala Arg Glu Ala Gly Lys Leu Arg Ala 
340 345 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 69: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 360 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 64116 .. 3 65195 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 369: 

Met Gly Glu Lys Thr Glu Lys Ala Thr Pro Lys Arg Leu Arg Asp Ala 

Arg Lys Lys Gly Gin Val Ala Lys Ser Gin Asp Phe Pro Ser Ala He 

Thr Phe He Val Ser Met Phe Leu Thr Phe Ser Leu Ala Ser Phe Phe 
-a c 40 

wl. t„,, tt=i <!or Tie Phe Lys Thr Ala Pro 
Ala Glu His Leu Gly Ser Phe Leu Val Ser lie pne uy 

Gin Asn His Asp Pro His Leu Ala He Tyr Tyr Leu Lys Asn Cys Leu 

fie Leu lie Leu Thr Val Ser Leu Pro Leu Leu Gly Ala Val Gly Phe 

Val Gly Leu Leu lie Gly Phe Leu lie Val Gly Pro Thr Phe Ser Thr 

Olu val Phe Lys Pro Asp Leu Lys Lys Phe Asn Pro lie Asp Asn Leu 

Lys Gin Lys Phe Lys Val Lys Thr Phe He Glu Leu Leu Lys Ser He 

Phe Lys He Ser Gly Ala Sa Leu He Leu Tyr He Val Leu Lys Asn 

ill Val Glu Leu Val He Glu Thr Ala Gly Val Pro Pro Leu Val Thr 

Ala Gin Val Phe Lys Glu He Leu Tyr Lys Ala Val Thr Ser lie Gly 

Le u Phe Phe Leu Val Val Ala Val He Asp Leu Val Tyr Gin Arg His 

Ser Phe Ala Lys Glu Leu Lys Met Glu Lys Phe Glu Val Lys Gin Glu 

Phe Lys Asp Thr Glu Gly Asn Pro Glu He ,ys Gly Arg Arg Arg Gin 

III Ala Gin Glu lie Ala Tyr Glu Asp Thr Ser Ser Gin He Lys His 

Ala Ser Ala Val vfl Ser Asn Pro Lys Asp He Ala Val Ala He Gly 

^ net Pro III Lys Tyr Lys Ala Pro Trp He lie Ala Met Gly Val 

Asn Leu Arg Ala Lys Arg He fie Ala Glu Ala Glu Lys Tyr Gly Val 

Pro He Met Arg Asn Val Pro Leu Ala His Gin Leu Leu Asp Glu Gly 

l Y l Glu Leu Lys Phe He Pro Glu Thr Thr Tyr Glu Ala Val Gly Glu 

Xle Leu Leu Tyr He Thr Ser Leu Asn Ala Gin Asn Leu Glu Asn Lys 

340 34b 



Asn He Asn Gin Phe Asp Asn Leu 
355 360 
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(2) INFORMATIONS POUR LA SEQ ID NO: 37 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 65198 3 65587 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 370: 



Met 


Asn 


Lys 


Leu 


Leu 


Asn 


Phe 


Val 


Ser 


Arg 


Thr 


Phe 


Gly Gly 


Asp 


Ala 


1 






5 










10 










15 




Ala 


Leu 


Asn 


Met 


He 


Asn 


Lys 


Ser 


Ser 


Asp 


Leu 


He 


Leu 


Ala 


Met 


Trp 








20 










25 










30 






Met 


Leu 


Gly 


Val 


Val 


Leu 


Met 


He 


He 


Leu 


Pro 


Leu 


Pro 


Pro 


Ala 


Met 






35 










40 










45 








Val 


Asp 


Phe 


Met 


He 


Thr 


He 


Asn 


Leu 


Ala 


He 


Ser 


Val 


Phe 


Leu 


Leu 




50 










55 










60 










Met 


Val 


Ala 


Leu 


Tyr 


He 


Pro 


Ser 


Ala 


Leu 


Gin 


Leu 


Ser 


Val 


Phe 


Pro 


65 








70 










75 










80 


Ser 


Leu 


Leu 


Leu 


He 


Thr 


Thr 


Met 


Phe 


Arg 


Leu 


Gly 


He 


Asn 


He 


Ser 










85 










90 










95 




Ser 


Ser 


Arg 


Gin 


He 


Leu 


Leu 


His 


Ala 


Tyr 


Ala 


Gly 


His 


Val 


He 


Gin 








100 










105 










110 






Ala 


Ser 


Glu 


Thr 


Ser 


Ser 


Leu 


Glu 


Glu 


Thr 


Met 


Ser 


Leu 


Asp 


Leu 


Leu 



115 120 125 



Ser Ser 
130 



(2) INFORMATIONS POUR LA SEQ ID NO : 371: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 614 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 3 65479 .. 3 67320 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 371: 

His Phe Phe Leu Pro Thr Asn Ser Pro Ser Cys Leu Cys Trp Ser Arg 

1 5 10 15 

Asp Pro Ser Phe Gly Asp Phe Val Val Gly Gly Asn Tyr Val Val Gly 

20 25 30 

Phe He He Phe Leu He He Thr He He Gin Phe He Val Val Thr 

35 40 45 

Lys Gly Ala Glu Arg Val Ala Glu Val Ala Ala Arg Phe Arg Leu Asp 

50 55 60 

Ala Met Pro Gly Lys Gin Met Ala He Asp Ala Asp Leu Arg Ala Gly 
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80 

75 



, - VL »»« «• «■ " a s " Gln 1 

M «t II. Asp «. Thr „ ph> ne Lys 

„» s« o» - W r «y »^ - « I" vsl Gly 

100 „ . T1(3 Ser Leu He Asn J - x 

„ al Ile A la Gly He Val He ser 
Gly Asp Val He ai 12Q Gln Ala 

Val He Gly Val Thr Met Lys Gly Met Thr M 

Gly ,eu vai y Qiy _ val ser ;s 

A la His lie Tyr Thr Leu „ ^ ^ ^ 

145 Ile S er Leu Thr Ala Gly ix 175 

n. pro - — « «J M ix. s.r « «° 

wl Ser s.r ASP »■ « SS _ Gly Thr « 

«u Pro Ars Ala Leu Leu L.u ser Ala «Y 

- ^ 55 G1 Gly 2 P ° 0 . Pro ». Trp s.r »■ « 

„, ii. oiy «- - « s SS 

210 , Gly He Leu Leu lie i 24Q 

Al a val Leu Phe Ala Val 3S ^ Gly Ala 

225 _ v _ Gly Gly Ala Ser Ser Thr Tnr ^ 

ser Pro Gly Lys Lys Gly ^ ^ ^ Leu 

Aia Asp Gly Ala Ala Ala Ser Gly Olu ^ 

p val He Leu Glu Leu Gly Lys Asp Leu Ser 
Thr Leu Pro Val ^ ^ ^ ^ Ile Pro 

Gin Gin Arg Thr Lys Ser Gly Gln ^ ^ 

290 , llB Leu Tyr Gln Asp He Gly He Arg ^ 

Lys Met Arg Gln Ala Leu Ty ^ ^ 

305 Asp S er Pro ser Leu Glu <,xy 335 

He His v,l Ar fl Thr asp „ „. P „ Pro Asn 

*«, Glu Val Pro Tyr Val Arg ^ y 350 

lie Leu Leu Asn Glu v 345 Leu 

340 , „..„ rlu Asn Leu Ser Arg iy->- 

Hi5 v,l « Thr „ «» v,l ^ - ,« ^ ^ val 

v, Thr Tyr Lys Asn Ala Ala Giy 

pto « H. Thr Ty ^ ^ ws ^ 

s .r Thr Asp Al. L- Thr , 5 ^ „ l3 Arg 

385 , ... , le He Leu His Leu Ser ry 5 

s .r Pro Leu Olu v,l sm „. „ lu 

01 « riu Phe Leu Gly He Gln <*i.u 43Q 
Asn ser Gin Glu 5 ^ ^ ^ Arg LeU 

phe Met Glu Arg Ser Phe Pro Asp ^ ^ 

435 _ rlu ne Phe Lys Arg Leu v<* 

Ile pro Leu Gin Lys Leu Thr «0 ^ 

450 acT , Leu Arg Thr He Leu Glu Ser u ^ 

a Ile s " T I E 1 - - ... s - - - a » 

TO Al. 31- Thr ^ ^ P ^ t „ ^ sk Gl „ s „ 

s - t 1 z z « « s « - - s - - 

Ala He Ser Val ayr 520 Asp pro 

, Ala He Lys Gln Thr Ser Ala Gly ser Tyr Leu 

Gly Ala lie uy* 535 
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Asp Ser Val Asn 
545 

Thr Pro Pro Gly 

Arg Arg Tyr Val 
580 

Val lie Ser Tyr 
595 

Gly Arg lie Gin 
610 



Leu lie Leu Lys 
550 

Gly Gin Pro Pro 
565 

Arg Lys Leu lie 

Gin Glu Val Leu 
600 

lie Phe 



Ser Met Arg Met 
555 

Val Leu Leu Thr 
570 

Glu Thr Glu Phe 
585 

Pro Glu lie Arg 



Thr lie Thr Pro 
560 

Ala lie Asp Val 
575 

Pro Asp lie Ala 
590 

lie Gin Pro Leu 
605 



(2) INFORMATIONS POUR LA SEQ ID NO: 372: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 421 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 673 41 .. 3 68 603 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 372: 

Met Thr Ala Ser Gly Gly Ala Gly Gly Leu Gly Ser Thr Gin Thr Val 

15 10 15 

Asp Val Ala Arg Ala Gin Ala Ala Ala Ala Thr Gin Asp Ala Gin Glu 

20 25 30 

Val lie Gly Ser Gin Glu Ala Ser Glu Ala Ser Met Leu Lys Glu Cys 

35 40 45 

Glu Asp Leu lie Asn Pro Ala Ala Ala Thr Arg lie Xaa Lys Lys Glu 

50 55 60 

Glu Lys Phe Glu Ser Leu Glu Ala Arg Arg Lys Xaa Thr Ala Asp Lys 
65 70 75 80 

Ala Glu Lys Lys Ser Glu Ser Thr Glu Glu Lys Gly Asp Thr Pro Leu 

85 90 95 

Glu Asp Arg Phe Thr Glu Asp Leu Ser Glu Val Ser Gly Glu Asp Phe 

100 105 110 

Arg Gly Leu Lys Asn Ser Phe Asp Asp Asp Ser Ser Ser Asp Glu lie 

115 120 125 

Leu Asp Ala Leu Thr Ser Lys Phe Ser Asp Pro Thr He Lys Asp Leu 

130 135 140 

Ala Leu Asp Tyr Leu He Gin He Ala Pro Ser Asp Gly Lys Leu Lys 
145 150 155 160 

Ser Ala Leu He Gin Ala Lys His Gin Leu Met Ser Gin Asn Pro Gin 

165 170 175 

Ala He Val Gly Gly Arg Asn Val Leu Leu Ala Ser Glu Thr Phe Ala 

180 185 190 

Ser Arg Ala Asn Thr Ser Pro Ser Ser Leu Arg Ser Leu Tyr Phe Gin 

195 200 205 

Val Thr Ser Ser Pro Ser Asn Cys Ala Asn Leu His Gin Met Leu Ala 

210 215 220 

Ser Tyr Ser Pro Ser Glu Lys Thr Ala Val Met Glu Phe Leu Val Asn 
225 230 235 240 

Gly Met Val Ala Asp Leu Lys Ser Glu Gly Pro Ser He Pro Pro Ala 

245 250 255 

Lys Leu Gin Val Tyr Met Thr Glu Leu Ser Asn Leu Gin Ala Leu His 
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260 * « Ara Asn He Oly Asn Leu olu Asn Ser 

*r=i Rsr, Ser Phe Phe Asp Arg J 
ser val Asp 

L eu Lys His Olu Oly Hxs Ala ^ 

290 Gln Leu val Glu Asp Lys Phe w 

Leu Thr Lys Thr Phe Leu ^ ^ 

Ser Lys Ala Gin Lys Ala Leu Asn Olu Leu Val Oly 

' ^ Olu Va Leu Asn Leu Phe Phe Arg Ala Leu Asn Oly Cys 

Pro om Thr oiu Aia ser 

» « Ara lie Phe Ser Oly Ala Glu uys y 
s „ Pro « ? 6 „ ^ Am olu ft5p w 

Vll ,x. Thr M n T»r ». «| 3S0 pro „ 

3" 70 „ Pro Arg Ser ser Phe Ser ber 

pro w Pro Oly MP 3,5 s „ mt 

K Pro va! Pro «» ■« «« I» « 



405 

Gin Pro Pro Ser Pro 
420 



(2) INFORMATIONS POUR LA SEQ ID NO 373: 
CARACTERISTIQUES DE LA SEQUENCE: 
A SSSuR: 146 acides anunes 

, TYPE: acide amine 
{?, CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

r\7vMQ TF GENOME: 3 68644 . . 369 081 
(viii) POSITION DANS LE GENukle. 

, DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 373: 

(XI) DESCKlfJ. ln Ile 

. rln Phe Glu Gin Leu Leu Thr Glu Leu Oly T 
Met Gin Asn Gin Phe Gl 1Q ^ 

1 „ „ Leu Thr Pro Asp Ser Asn Asn Ala cys 

Asn ser Pro Leu Thr ^ ^ ^ Qly 

tv^-t, ual Ala Val Gin J-J-e 5 
oly Tyr Asn Asn 

Phe L eu Val Ala Oly Val Met ^ ^ 

50 t Tie Phe Lys Ala Ala Leu Ser lie Asn Oly gQ 
Arg Gin Lys He Phe Ly „ ^ ^ 

65 , Tw Glv Thr Leu oly Tyr oly Glu lie 

s„ » xi. w w 90 m ws Leu 

W «a cys ASP M„ »» A» f* ™ UO 

100 olr , ui s Ala Asn He irp n« 



130 
His Leu 
145 
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(2) INFORMATIONS POUR LA SEQ ID NO: 374: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 88 acides amines 

(B) TYPE: acide amine* 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 3 69 088 37 0251 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 374: 

Met Pro Ser Leu Ser Gin Ser Arg Arg lie lie Gin Gin Ser Ser lie 

15 10 15 

Arg Lys lie Trp Asn Gin lie Asp Thr Ser Pro Lys His Gly Val Cys 

20 25 30 

Val Pro Leu Phe Ser Leu His Thr Gin Glu Ser Cys Gly lie Gly Glu 

35 40 45 

Phe Leu Asp Leu He Pro Met He Asp Trp Cys He Ser Cys Gly Phe 

50 55 60 

Gin He Leu Gin He Leu Pro He Asn Asp Thr Gly Ser Cys Ser Ser 
65 70 75 80 

Pro Tyr Asn Ser He Ser Ser He Ala Leu Asn Pro Leu His Leu Ser 

85 90 95 

He Ser Ala Leu Pro Tyr Lys Glu Glu Val Pro Ala Ala Glu Thr Arg 

100 105 HO 

He Arg Glu Met Gin Gin Leu Ser Gin Leu Pro Gin Val His Tyr Glu 

115 120 125 

Lys Val Arg Ser Met Lys Arg Asp Phe Phe Gin Glu Tyr Tyr Arg Val 

130 135 140 

Cys Lys Gin Lys Lys Leu Thr Asp His Pro Asp Phe Tyr Ala Phe Cys 
145 150 155 160 

Glu Gin Glu Lys Tyr Trp Leu His Pro Tyr Ala Leu Phe Arg Ser He 

165 170 175 

Arg Glu His Leu Asp Asn Leu Pro He Asn His Trp Pro Thr Thr Tyr 

180 185 190 

Thr Asp Leu Ser Gin He Thr Glu His Glu Arg Thr Phe Ala Glu Asp 

195 200 205 

He Gin Phe His Ser Tyr Leu Gin Tyr Leu Cys Phe Gin Gin Met Thr 

210 215 220 

Gin Val Arg Glu His Ala Asn Cys Lys Ser Cys Leu He Lys Gly Asp 
225 230 235 240 

He Pro He Leu He Ser Lys Asp Ser Cys Asp Val Trp Phe Tyr Arg 

245 250 255 

His Tyr Phe Ser Ser Ser Glu Ser Val Gly Ala Pro Pro Asp Leu Tyr 

260 265 270 

Asn Ala Glu Gly Gin Asn Trp His Leu Pro He Tyr Asn Met Lys Thr 

275 280 285 

Leu Gin Gin Asp Asn Tyr Leu Trp Trp Lys Glu Arg Leu Arg Tyr Ala 

290 295 300 

Glu Asn Phe Tyr Ser Leu Tyr Arg Leu Asp His He Val Gly Leu Phe 
305 310 315 320 

Arg Phe Trp Val Trp Asp Glu Ser Gly Cys Gly Arg Phe Glu Pro His 

325 330 335 

Asp Pro Lys Asp Tyr Leu Ala Gin Gly Gin Asp He Leu Ser His Leu 

340 345 350 

Leu Thr Ser Ser Ser Met Leu Pro He Gly Glu Asp Leu Gly Thr He 
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Pro Ser Asp Val Lys Arg Met Leu Glu Ser Phe Ala III cys Gly Thr 



370 375 
Arg He Pro Arg 
385 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 89 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(v iii) POSITION DANS LE GENOME: 37 082 0 .. 37 1086 
( Xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 375: 
Met ser Lys Lys Cys Ala Leu Thr Gly Arg Lys Pro Arg Arg Gly Tyr 
Ser Tyr Ala He Arg Gly He Ser Lys Lys Lys Lys Gly lie Gly Leu 
Lys Val Thr G°iy Arg Thr Lys Arg Arg Phe Phe Pro A.a Met Met Thr 
L ys Arg Leu Trp Ser Thr Glu Gin Asn Arg Phe Leu Lys Leu Lys He 
ser aL Ala Ala Leu Arg Leu Val Asp Lys Leu Gly Leu Asp Gin Val 



65 70 



Val Ala Arg Ala Lys Ser Lys Gly Phe 
85 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 53 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : 371203 .. 372816 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 376: 
Tyr Asp val Phe Ser Leu Arg Ser Leu Val Asp Tyr Leu Arg ser Gin 
His Glu Leu lie Asp He His Val Pro Val Asp Pro His Leu Glu He 
Ala Glu He lis Arg Arg Val Val Glu Arg Glu Gly Pro Ala Leu Leu 
Phe His "in Val Lys Gly Ser Pro Phe Pro Val Leu Thr Asn Leu Phe 
Gly Thr Arg Arg Arg Val Asp Leu Leu Phe Pro Asp Leu ser Ser Asp 



65 70 
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Leu Phe Glu Gin lie lie His Leu Leu Ser Ser Pro Pro Ser Phe Ser 

85 90 95 

Ser Leu Trp Lys His Arg Ser Leu Phe Lys Arg Gly lie Ser Ala Leu 

100 105 110 

Gly Met Arg Lys Arg His Leu Arg Ser Ser Pro Phe Leu Tyr Gin Asp 

115 120 125 

Ala Pro Asn Leu Ser Gin Leu Pro Met Leu Thr Ser Trp Pro Glu Asp 

130 135 140 

Gly Gly Pro Phe Leu Thr Leu Pro Leu Val Tyr Thr Gin Ser Pro Glu 
145 150 155 160 

Asn Gly Val Pro Asn Leu Gly Met Tyr Arg Met Gin Arg Phe Asp Lys 

165 170 175 

Glu Thr Leu Gly Leu His Phe Gin lie Gin Lys Gly Gly Gly Ala His 

180 185 190 

Phe Phe Glu Ala Glu Gin Lys Lys Gin Asn Leu Pro Val Thr Val Phe 

195 200 205 

Leu Ser Gly Asn Pro Phe Leu lie Leu Ser Ala lie Ala Pro Leu Pro 

210 215 220 

Glu Asn Val Pro Glu Leu Leu Phe Cys Ser Phe Leu Gin Asn Lys Lys 
225 230 235 240 

Leu Ser Phe Val Glu Lys His Pro Gin Ser Gly His Pro Leu Leu Cys 

245 250 255 

Asp Ser Glu Phe lie Leu Thr Gly Glu Ala Val Ala Gly Glu Arg Arg 

260 265 270 

Pro Glu Gly Pro Phe Gly Asp His Phe Gly Tyr Tyr Ser Leu Thr His 

275 280 285 

Asp Phe Pro lie Phe Lys Cys Asn Cys Leu Tyr His Lys Lys Asp Ala 

290 295 300 

lie Tyr Pro Ala Thr Val Val Gly Lys Pro Phe Gin Glu Asp Phe Phe 
305 310 315 320 

Leu Gly Asn Lys Leu Gin Glu Leu Leu Ser Pro Leu Phe Pro Leu lie 

325 330 335 

Met Pro Gly Val Gin Asp Leu Lys Ser Tyr Gly Glu Ala Gly Phe His 

340 345 350 

Ala Leu Ala Ala Ala He Val Lys Glu Arg Tyr Trp Lys Glu Ala Leu 

355 360 365 

Arg Ser. Ala Leu Arg He Leu Gly Glu Gly Gin Leu Ser Leu Thr Lys 

370 375 380 , 

Phe Leu Trp He Thr Asp Gin Ser Val Asp Leu Glu Asn Phe Ser Ser 
385 390 395 400 

Leu Leu Glu Cys Val Leu Glu Arg Met Asn Phe Asp Arg Asp Leu Leu 

405 410 415 

He Leu Ser Glu Thr Ala Asn Asp Thr Leu Asp Tyr Thr Gly Ser Gly 

420 425 430 

Phe Asn Lys Gly Ser Lys Gly He Phe Leu Gly Val Gly Ala Pro He 

435 440 445 

Arg Ser Leu Pro Arg Arg Tyr Arg Gly Pro Ser Leu Pro Gly He Ser 

450 455 460 

Gin He Gly Val Phe Cys Arg Gly Cys Leu Val Leu Glu Thr Ser Leu 
465 470 475 480 

Gin Gin Leu Asp He Pro Ala Leu Leu Lys Asp Pro His Leu Ala Asp 

485 490 495 

Trp Pro Leu Val He Leu Val Glu Asp Leu Ser Ser Ala Leu Ser Ser 

500 505 510 

Thr Lys Glu Phe He Trp Glu Asn He Tyr Thr He Phe Ser Cys Asn 

515 520 525 

Arg Phe Thr His Pro Cys Lys Ser Asn His 
530 535 
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(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 137 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 373 119 .. 373 529 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 377: 
Asn Glu Lys Asn Lys Thr Leu lie Ser Lys He Met Phe Ser Leu Val 
Ser Leu Phe Val Gly Gly Phe Leu Leu Lys Ala Pro Ala Pro Thr Gin 
ser Ala Asp Thr Phe Gin Thr Leu lie Glu Ser Lys Glu Pro Val He 
Pne Thr Lys Gin Cys Gly Asp Asn Val Thr Gin lie Leu Cys Asp Ala 
lie Up ser Ala Lys Lys Asp He Phe Leu Xaa He ^r Asp Leu Ser 
S. Pro Ala lie Thr Sr Ser Leu Lys Lys Gin Val Ser Ala Arg He 
Pro Val Cys He His Tyr Gin Ar g Xle Ser Lys Asn Ala Glu Pne Ser 
Oln Ser Pro Z Leu Thr Pro Trp Glu Asn He Leu Pro Cys Thr Glu 

115 120 . 

Asn Ser Cys He Lys Lys Leu Trp Gin 

130 135 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 197 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(v iii) POSITION DANS LE GENOME: 373614 .. 374204 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 378: 

L ys Ala Gin Lys Phe Val He Leu Leu Lys Arg Lys Pro Leu Val Gly 

Ala Leu Leu Thr lie Asn Ser Ser Ser He Val Ser Phe Asp Gly Gly 

ser ser Ala IL Leu Glu Thr Val Leu His His He Arg Ser Ala Lys 

Glu ser lie Gin Val Gly Met Phe Ala Leu Thr Leu Pro Gin He He 

Ala G°iu Leu Asn Ala Ala Gin Asn Cys Gly Val Asp Val Val He Leu 

■"7 C\ * *^ 
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Val 


Asp 


Lys 


Gly 


Tyr 


Lys 


Ser 


Phe 


Thr 


Val 


Gin 


Gin 


He 


Lys 


Gin 


Leu 










85 










90 










95 




Glu 


His 


Pro 


Ser 


Leu 


Ser 


He 


Tyr 


Glu 


Lys 


Val 


Thr 


Pro 


Tyr 


Gin 


Leu 








100 










105 










110 






His 


His 


Lys 


Phe 


Gly 


He 


Phe 


Asp 


Lys 


Lys 


Thr 


Leu 


He 


Thr 


Gly 


Ser 






115 










120 










125 








Val 


Asn 


Trp 


Ser 


Glu 


Asn 


Gly 


Phe 


Leu 


He 


Asn 


Thr 


Glu 


Asp 


Met 


He 




130 










135 










140 










Val 


He 


Glu 


Asn 


Leu 


Thr 


Glu 


Lys 


Gin 


Gin 


Ser 


Lys 


He 


Gin 


Ala 


He 


145 










150 










155 










160 


Trp 


Glu 


Gly 


Leu 


Val 


Arg 


Glu 


Cys 


Ala 


Leu 


Tyr 


Tyr 


Ser 


Pro 


Asp 


Gin 










165 










170 










175 




Glu 


Glu 


Lys 


Glu 


Lys 


Asp 


Pro 


Leu 


He 


He 


Pro 


Phe 


Pro 


Pro 


Ser 


Glu 








180 










185 










190 






Lys 


Lys 


Gin 


Ala 


Ala 

























195 



(2) INFORMATIONS POUR LA SEQ ID NO: 379: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 171 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 374224 .. 37473 6 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 379: 



Asn 


Glu 


Arg 


Asn 


Arg 


Gly 


Cys 


Arg 


Arg 


Arg 


Phe 


Met 


Arg 


He 


He 


Pro 


1 








5 










10 










15 




Phe 


Asp 


Pro 


Tyr 


Gly 


Ser 


Met 


Ala 


Phe 


Gin 


Ala 


He 


Ala 


Lys 


Asp 


Pro 








20 










25 










30 






Gin 


Glu 


Arg 


Lys 


Asn 


Gly 


Ser 


He 


Ser 


Glu 


Lys 


He 


Ser 


Glu 


Glu 


He 






35 










40 










45 








Ala 


Arg 


Asn 


Glu 


Ala 


Leu 


Arg 


Met 


Ala 


Leu 


Leu 


Ala 


He 


Ala 


Asp 


Gin 




50 










55 










60 










Glu 


Asp 


Lys 


Glu 


Lys 


Lys 


Gin 


Lys 


His 


Arg 


Phe 


Lys 


He 


Leu 


Thr 


Lys 


65 










70 










75 










80 


Lys 


Gin 


Thr 


Arg 


Met 


Leu 


Leu 


Gly 


Gin 


Leu 


Arg 


His 


Phe 


Arg 


Leu 


Asp 










85 










90 










95 




Phe 


Gin 


Lys 


Leu 


Gin 


Ala 


Gly 


Val 


Val 


He 


Glu 


Trp 


Ser 


Trp 


Asp 


Asp 








100 










105 










110 






Lys 


Ser 


Lys 


Arg 


Ser 


Lys 


Ser 


Leu 


Gly 


Ser 


Arg 


He 


Thr 


Arg 


Lys 


Ser 






115 










120 










125 








Lys 


Lys 


Thr 


He 


Cys 


He 


Ser 


Ala 


Ala 


Ala 


Ala 


Gin 


Ala 


He 


Ala 


His 




130 










135 










140 










Ala 


Ala 


Glu 


Ala 


Trp 


Val 


He 


Ala 


Arg 


Asn 


Glu 


Gly 


He 


Leu 


Glu 


Met 


145 










150 










155 










160 


Thr 


Leu 


Ser 


Leu 


Phe 


Gin 


His 


Lys 


Asp 


Asn 


Glu 













165 170 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 80: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 563 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

, vlii) mm m U» LE GENOME: ««l—t,37.7<». .37.3,1, 

txl) DESCRJPTION BE I* SEQUENCE, SEQ !D NO, 380, 

al u Ly, „. ~ ~ xx. ser «y « fo V - - ~ "° f 5 » * 

iro « - « - »■ « r GW " a » - 

20 e pw Ala Ser Lys Ala Thr Glu Thr Ser 

His Ala Ala Lys Glu Ala Ser Gly Ala ^ 

R i. .1, 11, gi„ - - ~ - ~ - - - - - - 

^ « - - - « - "* - 7s tys ™ « 

65 „ s r Lvs ser Pro Ly, T„r Ly. Le» Lys <=1Y "» «» =f W » 

Lys Thr Ser Lys ser * ^ 

85 T Plv phe Gly Thr Arg Ala 

val Arg Ala Gly Thr Lys Gly Phe Leu Thr Gly ^ 

100 , * r « Lvs Ala Glu Asn Asn Gly Glu Gly Met Ser 
ser Arg He Ser Ala Arg Lys Ala G ^ 

Met „. £ ser «n « «u iyr V. Ly, «, 5JJ -V » « «! 

s „ £ Glu H« - » - ^ » S S " " T " »» 

» 5 > val ser ser Lys Thr Glu Asn Arg Leu Gly ^le ^ r 

Pro Thr Ser Asp Val Ser ser uy 17 5 

165 o to,, Thr Thr Met Gin Asp Pro Val Ser 

Ala Leu Ser Thr Thr Pro Ser Leu Thr Thr M ^ 

180 o nv Glu lie Thr Ala Leu Ala Ser Phe Asn 

He Glu His Leu Ser Ser Gly Glu He ^ 

195 na Ala Ser Leu Asn Glu Gin Thr He Asn Ala Tr P 

Pro Asn Val Arg Ala Ala Ser ue ^ 

210 , ,7=1 ser Thr Leu Leu Asp Pro 

^r Glu Ala Arg Leu Gly Gly Glu Met Val Ser 

230 ^, _ Thr val Ser Asn 

Asn He Glu Thr ser Ser Leu Leu Arg Arg Ala Pro 

245 * M.t civ Asn Gin Thr Thr ser Leu 

Glu Gly Met Val Asp Val Ser Asp Met Gly ^ 

260 t val Asn Thr Val Val Asp Asp Pro Ala Ser Ala 
Ser Met Glu Gly Leu Val Asn Thr v 2g5 

Glu G!u Glu Ly. Lys * Gly SS L.u ser Leu Glu Glu - XI A. 

MeC S°. Ly. « « - £ - - ~ £ " ™ 

JS P*e n. - « s^ ~ « ~ ser Gly ser - - «- ~ 

325 „ ti. H i s phe Ser Lys Lys Glu 

G lu Pro Lys Phe Ser Gly Thr He Pro H 1S Hl s Phe ^ 

340 , _ rlri Ile Gly Ser He Ala 

ASP Asn Glu Thr He Trp Gly Leu Asp Ser Gin 

355 » 11 Ala Ser Pro Leu Pro Thr Thr Ser 

Phe Asp Thr Arg Arg Glu Asn Asn Ala ^ 



370 



1136 



Leu His Glu Glu 
385 

Asp Val Asn Glu 

Glu Glu Thr Ala 
420 

Gly Glu He Pro 
435 

Ser Ala Tyr Gin 
450 

Val Pro Leu Ser 
465 

Gly Pro Gly Gly 

Ala Val Asp Pro 
500 

Ser Ser Arg Phe 
515 

Asn Asp Asp Gin 
530 

Gly Lys Asp Gin 
545 

Gly Asp Ser 



Ala Ser Tyr Arg 
390 

He Pro Phe Ala 
405 

Asn Thr Glu Gin 

Val Ser Ala Glu 
440 

Phe Pro Ser His 
455 

Thr Glu Asp Tyr 
470 

Pro Pro Asp Pro 
485 

Ala He He Phe 

Ser Val Gin Gly 
520 

Glu Glu Ala Ala 
535 

Glu Gin Asp Lys 
550 



Phe Pro Val Gly 
395 

Val Gin His Ser 
410 

Ala Leu He Gin 
425 

Val Val Gly Gin 

Leu Gly Met Ala 
460 

Lys Thr Ala Val 
475 

Leu He Tyr Gin 
490 

Gin Ser Pro Ser 
505 

Lys Pro Glu Ala 

Gly Gly Asn Arg 
540 

Thr Arg Glu Thr 
555 



Glu Ala Pro Leu 
400 

Thr Val Phe Ser 
415 

Asn Glu Ser Leu 
430 

Asp Thr Val Ser 
445 

Val Leu Ala Ser 

Glu His Arg Lys 
480 

Tyr Arg Asn Val 
495 

Pro Phe Ser Val 
510 

Val Ala Val Tyr 
525 

Asp Ser Asp Glu 

Glu Asp Ala Gly 
560 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 81: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 97 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (37 6748 377 038 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 381: 



Met 


Lys 


Lys 


Arg 


Ser 


Ser 


Arg 


Lys 


Leu 


Ala 


Gin Val 


He 


Gly Arg 


Lys 


1 








5 










10 








15 




Thr 


Gly 


Asn 


Tyr 
20 


Phe 


Pro 


Ala 


Ser 


He 
25 


Glu 


Gly Glu 


Thr 


Lys 
30 


Lys 


Glu 


His 


Lys 


Arg 
35 


Tyr 


Tyr 


Ser 


Thr 


Ala 
40 


Ser 


Lys 


Glu Lys 


Glu 
45 


Ser 


Leu 


Arg 


Lys 


Arg 
50 


Ala 


Lys 


Glu 


Phe 


Asp 
55 


Val 


Leu 


Val 


His Ser 
60 


Leu 


Leu 


Asp 


Lys 


His 


Val 


Pro 


Gin 


Asn 


Ser 


Asp 


Gin 


Val 


Leu 


He Phe 


Thr 


Tyr 


Gin 


Asn 


65 










70 










75 








80 


Gly 


Phe 


Val 


Glu 


Thr 
85 


Asp 


Phe 


His 


Asn 


Phe 
90 


Gly Arg 


Tyr 


Ser 


Val 
95 


Lys 



Leu 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 82: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 295 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

, villl POSITION DAMS LE GENOME: 377853.-378737 

, xU DESCRIPTION DE LA SEQUENCE: SEQ ID », 382, 

Asn Hi. « * « <*» « - - l*s «, «. » - 

AI, Asp His IL Lu A!* »r I- «. olu A.» II. « - -s .« 

Ly s Ala Pro Sy I*eu AI, V,I VJX « He «y » » -~ A!, « 

35 T t B tvs Arg Ala Thr Asp Leu Gly Met 

Glu He Tyr Val Asn Met Lys He Lys Arg A ^ 

50 : c pr asd Ala Thr Leu Ser Asp He 

Val Ser Lys Ser Tyr Arg Lys Pro Ser Asp A^ 8Q 

65 • I? t«, Asn Asn Asp Glu Asn He His Gly He 

Leu Ala Leu He His Gin Leu Asn Asn g5 

85 u <= Ten asd Ala Gin Ala He Leu 

Leu Val Gin Leu Pro Leu Pro Lys His Leu Asp A ^ 

100 r 1=n val Asp Gly Leu His Pro Val Asn 

Ser Thr He Thr Pro Asp Lys Asp Val Asp G y ^ 

115 m r rin Thr Asp Gly Phe He Pro Cys Thr 

Val Gly Lys Leu Leu Leu Gly Glu Thr Asp y ^ 

13 0 T r^rr T\/r Glu lie Pro Leu His 

Pro Ala Gly He Val Glu Leu Cys Lys Tyr Tyr 

145 , i 5 ° Tell Glv Arg ser Asn He Val Gly Lys Pro 

Gly Lys His Val Val He Leu Gly Arg * 175 

I 65 . , 1 - „ Asn Ria Ser Val 

Leu Ala Ala Leu Leu Met Gin Arg His Ala Asp Thr ^ 

180 „, u!<= r« Thr Glu He Thr Arg Thr 

Thr Leu Leu His Ser Gin Ser Glu His Leu Thr ^ 

195 _ -i Z\i riv Val Pro Leu Phe Val Asn Lys 

Ala Asp He Leu He Ser Ala He Gly Val ^ 

210 ZZ Tie Met Asp Val Gly Thr Ser Arg 

Glu Met lie Ala Glu Lys Thr Val He Met Asp ^ 
225 "0 val Qly Asp Va l Asp 

He Pro Ala Ala Asn Pro Lys Gly Tyr ii^ 255 

245 Ma Tlp p r o Val Pro Gly 

Phe Asn Asn Val Val Pro Val Cys Arg Ala lie Thr ^ 

260 M <- Thr Val Ala Met Leu Met Arg Asn Thr Trp Glu 
Gly Val Gly Pro Met Thr Val Ala n 2Q5 



Ser Phe Leu Arg His Thr Ser 
290 29b 



(2) INFORMATIONS POUR LA SEQ ID NO: 383: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 141 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 37 862 6 .. 37 9 048 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 83: 



Gin 


Cys 


Cys 


Thr 


Cys 


Leu 


Pro 


Ser 


His 


Tyr 


Ser 


Cys 


Pro 


Trp 


Trp 


Ser 


1 








5 










10 










15 




Arg 


Pro 


Asn 


Asp 


Arg 


Arg 


Tyr 


Ala 


Asn 


Glu 


Lys 


Tyr 


Met 


Gly 


Lys 


Phe 








20 










25 










30 






Phe 


Ala 


Ser 


Tyr 


Leu 


Leu 


He 


Leu 


Ala 


Pro 


Phe 


Phe 


Leu 


Gin 


Ser 


Cys 






35 










40 










45 








Ser 


Ala 


Pro 


Ser 


Arg 


Thr 


Thr 


Leu 


Glu 


Gly 


Val 


Arg 


Met 


Thr 


He 


Pro 




50 










55 










60 










Tyr 


Arg 


He 


Val 


Phe 


Gly 


Glu 


Ala 


Leu 


Ser 


Pro 


Asp 


Ala 


Phe 


Gin 


Gin 


65 










70 










75 










80 


Ala 


Gin 


Lys 


Glu 


He 


Asp 


Arg 


Val 


Phe 


Asp 


His 


He 


Asp 


Gin 


Thr 


Phe 










85 










90 










95 




Asn 


Asn 


Trp 


Asn 


Pro 


Leu 


Ser 


Glu 


He 


Ser 


Arg 


He 


Asn 


Arg 


Thr 


Thr 








100 










105 










110 






Lys 


Gin 


Thr 


Pro 


He 


Pro 


Leu 


Ser 


Pro 


Ala 


Leu 


Phe 


Ala 


Phe 


Leu 


Cys 






115 










120 










125 








Glu 


He 


Asp 


His 


Phe 


His 


Ala 


Phe 


Ser 


Asp 


Gly 


Arg 


Phe 









130 135 140 



(2) INFORMATIONS POUR LA SEQ ID NO: 384: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 129 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 37 9 017 37 9403 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 84: 



Thr 


He 


Ser 


Thr 


Pro 


Ser 


Leu 


Met 


Ala 


Val 


Phe 


Asp 


Pro 


Thr 


Leu 


Gly 


1 








5 










10 










15 




Ala 


Leu 


Lys 


Ser 
20 


Leu 


Trp 


Leu 


Leu 


His 
25 


Leu 


Lys 


Ser 


His 


Thr 
30 


He 


Pro 


Ser 


Gin 


Glu 
35 


Leu 


Gin 


His 


Leu 


Tyr 
40 


Lys 


His 


Ser 


Ser 


Gly 
45 


Trp 


His 


Leu 


He 


Ser 
50 


Leu 


Asp 


Lys 


Thr 


Gin 
55 


Gin 


Thr 


Leu 


Arg 


Lys 
60 


Leu 


Ser 


Pro 


Leu 


Val 


Gin 


Leu 


Asp 


Leu 


Cys 


Gly 


Thr 


Val 


Lys 


Gly 


Phe 


Ala 


Val 


Asp 


Leu 


65 










70 










75 










80 


Leu 


Gly 


Thr 


Ala 


Cys 
85 


Ala 


Gin 


Phe 


Cys 


Gin 
90 


Asn 


Tyr 


Tyr 


Val 


Glu 
95 


Trp 


Gly Gly 


Glu 


He 


Lys 


Thr 


Arg 


Gly 


Lys 


His 


Pro 


Ser 


Gly 


Arg 


Ser 


Trp 








100 










105 










110 






Leu 


Ser 


Leu 
115 


His 


Gin 


Leu 


Pro 


Gin 
120 


Arg 


Phe 


Phe 


He 


Cys 
125 


Met 


He 


Met 



Leu 
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(2) INFORMATIONS POUR LA SEQ ID NO: 3 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 123 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 37 9 641 .. 380009 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 385: 
Gin Glu Gin Lys Leu Asn Ser Leu Arg Asp His Gly Qly Asn Leu Gly 
Asp Ala Tyr Val Thr He Ser Lys Gly Glu Ala Trp Leu Leu Gin Ser 
Ser lie Ala Pro Tyr Arg Phe Gly Asn lie Asn Asn His Glu Glu Arg 
A rg Lys Arg Lys Leu Leu Leu His Lys Tyr Glu lie His Lys Leu Asp 

Ala Arg He Ser Gin Lys lly Leu Thr Val Val Pro Leu Ser Phe Phe 

70 7b 



Phe ser Lys Gly Phe Val Lys Val Arg He Gly Cys Cys Arg Gly Lys 

85 ° 
Lys Ala His Asp Lys Arg Gin Ser lie He Glu Arg Glu Vys Asn Arg 



100 105 



Glu Leu Ala Ala Ala Met Lys Arg Ser Cys Arg 



115 I 20 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 3 66 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 380373 .. 3 8147 0 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 386: 

Met Lys Phe Val He Ser Arg Asn Glu Leu Gly Asn Leu He Lys Lys 

val Gin Asn Val Val Pro Gin Ser Thr Pro He Pro Val Leu Thr Hxs 

Val Leu lie Su Ser Cys Asn Asp Glu Leu Val Phe Thr Ala Thr Asp 

40 44 

Leu Thr 111 ser Thr Arg Cys Val Val Lys Ala Lys Val Tyr Glu Ser 

55 

Gly ser Val Thr He Pro Ser Arg Arg Phe Phe Gin Leu He Arg Glu 

tin Thr Glu Ala Asn He Glu Val Ala Ala His Ser Gly Glu Met Ala 

85 90 
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Thr lie Thr Ser Gly Ser Ser Cys Phe Arg Leu Leu Ser Met Gly Lys 

100 105 110 

Glu Asp Phe Pro Met Leu Pro Asp Met Gin Asn Ala Leu Arg Phe Thr 

115 120 125 

Leu Asp Ser Glu Arg Leu Lys Asp Met Phe Gin Arg Thr Ser Phe Ala 

130 135 140 

Val Ser Arg Glu Glu Ser Arg Tyr Val Leu Thr Gly Val Leu Leu Ser 
145 150 155 160 

lie Ala Asn Gly Thr Met Thr Val Val Gly Thr Asp Gly Lys Arg Leu 

165 170 175 

Ala Lys lie Asp Thr Glu lie Ser Leu Asp Pro Ser Phe Ser Gly Asp 

180 185 190 

Tyr lie lie Pro lie Lys Ala Val Glu Glu lie lie Arg Met Ser Ser 

195 200 205 

Glu Asp Val Gin Ser Thr lie Phe Leu Asp Gin Thr Lys lie Ala Val 

210 215 220 

Glu Cys Gly Asn Thr Leu Leu Val Thr Lys Leu Leu Ser Gly Glu Phe 
225 230 235 240 

Pro Asp Phe Ser Pro Val lie Ser Thr His Ser Ser Val Gin Leu Asp 

245 250 255 

Leu His Arg Glu Glu Leu lie Ser Leu Leu Lys Gin Val Ala Leu Phe 

260 265 270 

Thr Asn Glu Ser Ser His Ser Val Lys Phe Ser Phe Ser Pro Gly Glu 

275 280 285 

Leu Thr Leu Thr Ala Asn Cys Thr Lys Val Gly Glu Gly Lys Val Ser 

290 295 300 

Met Ala Val Asn Tyr Thr Gly Glu Thr Leu Glu lie Ala Phe Asn Pro 
305 310 315 320 

Phe Phe Phe Leu Asp lie Leu Lys His Ser Arg Asp Glu Leu Val Gin 

325 330 335 

Leu Gly lie Ser Asp Ser Tyr Asn Pro Gly lie lie Thr Asp Ser Thr 

340 345 350 

Arg Ser Leu Phe Val lie Met Pro Met Arg Leu His Asp Asp 
355 360 365 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 87: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 65 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 3 81473 .. 3 82567 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 387: 

Met Arg Val Leu Ser Leu Phe Leu Lys Asp Phe Arg Asn Tyr Thr Asp 

15 10 15 

Leu Arg Leu Glu Leu Gly Pro Glu Met Asn Ser lie Phe Gly Leu Asn 

20 25 30 

Ala Gin Gly Lys Thr Asn Leu Leu Glu Ala Leu Tyr lie Leu Ser Leu 

35 40 45 

Gly Arg Ser Phe Arg Thr Ser Arg Leu Thr Asp Ala lie Arg Phe Gly 

50 55 60 

Ala Ser His Phe Phe lie Glu Ala Val Phe Ser His Lys Glu Val Phe 
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His Thr Leu Ser He Gin Val Asp Lys Lys Gly Lys Lys He Leu Phe 

Asp Gly Ala Pro Ue Thr Lys Leu Ser Glu Leu Val Gly Leu Phe Pro 

100 105 
Val He Leu Phe Ser lie Lys Asp He Ala He He Glu Gly Ser Pro 

115 120 12 

Ser Glu Arg Arg Arg Phe Leu Asp Leu Leu Leu Ala Gin Ala Ser Asp 



70 75 80 

f Lys Lys lie 
85 90 95 



130 135 140 



Lys Tyr Thr Glu His He Ser Leu Tyr His Lys Ala Leu Asp Gin Arg 

Asn Ala Ser He Lys Ala Gin Asn Gin Lys Ala He Ser Ala Trp Asn 

Ser Pro Leu He III Tyr Gly Ser Leu Val Ala Phe Leu Arg Asn Glu 

180 185 
Cys Thr Lys Lys Leu Asn Thr He Phe Gin Thr Leu Trp Asp Asn Thr 



Leu Lys III Thr Leu Ser Leu Arg Tyr Glu Ser Ser Leu He Thr Glu 



200 



210 215 220 



Glu Ser Pro Thr Leu Asn Asp He Ala Ser Asn Tyr Tyr Glu Gin Leu 

Arg He Ala Asn Thr Lys Asp Leu Asp Leu Gly Tyr Thr Met Val Gly 
a - 250 



245 



Pro His Arg Asp Glu Leu Leu Leu Thr He Asn Asp Leu Pro Val Ala 

265 270 



Lys Phe Ser Ser Glu Gly Gin Lys iiis Ser Leu Leu Ala Val Leu Arg 
Phe Ala III Cys Val Tyr Leu Gin Glu Glu Phe Cys He His Pro Leu 
Leu Cys Met Asp Asp He His Ala Cys Leu Asp Gin Gin Arg Leu Asp 
III Leu Leu Gin Leu Ser Asn Ser Leu Gly Gin Val Val Thr Thr Ser 



325 



330 335 



Thr lie cys Pro Asp His Arg Ser Thr Thr Ser Cys He Phe His Val 



340 345 
Thr Gin Ala Gin Val Ser Leu Val Ala Pro Gin Ser Leu 
355 360 365 



(2) INFORMATIONS POUR LA SEQ ID NO : 388: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 333 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 382704 . .383702 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 388: 

Asn Asn He Asn Arg Cys Cys Glu Met Lys Asn Phe Leu Leu Thr He 
1 5 1° 

Leu Phe Leu Leu Met Gly Thr Ser Leu Leu Ala Asp Pro Ser Val He 

Gin Thr Leu Thr Ser Gly Val Ala Gly Val Asn Ser He Arg Glu Glu 
35 40 45 
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Lys 


Glu 


Ser 


Val 


Val 


Cys 


Val 


His 


Ala 


Phe 


Leu 


Arg 


Ser 


Tyr 


Gly 


Ser 




50 










55 










60 










Leu 


Lys 


Pro 


He 


Gly 


Arg 


Val 


Leu 


Glu 


Lys 


Glu 


Asn 


Tyr 


Asp 


Val 


Phe 


65 










70 










75 










80 


He 


Trp 


Asn 


Tyr 


Glu 


Thr 


Arg 


Lys 


Phe 


Thr 


Leu 


Glu 


Lys 


His 


Ala 


Glu 










85 










90 










9 5 




His 


Leu 


Val 


Arg 


Leu 


Leu 


Asn 


Lys 


He 


Ala 


Glu 


Leu 


Lys 


Pro 


Gly 


He 








100 










105 










110 






Pro 


He 


Asn 


Phe 


Val 


Thr 


His 


Ser 


Val 


Gly Gly Val 


He 


Val 


Arg 


Val 






115 










120 










125 








Ala 


Leu 


Ala 


His 


Pro 


Asp 


Cys 


Pro 


Glu 


Glu 


Ala 


Lys 


Lys 


Gly 


Lys 


Ala 




130 










135 










140 










Val 


Leu 


Met 


Ala 


Pro 


Pro 


Asn 


Ala 


Gly 


Ser 


Thr 


Leu 


Ala 


Arg 


Arg 


Tyr 


145 










150 










155 










160 


Ser 


Arg 


Ser 


Ser 


Leu 


Val 


Gin 


Phe 


Val 


Phe 


Gly Arg 


Lys 


Leu 


Gly Met 










165 










170 










175 




Gin 


Leu 


Leu 


Thr 


Tyr 


Ser 


Pro 


Glu 


His 


Met 


Leu 


Asn 


He 


Ala 


Lys 


Met 








180 










185 










190 






Pro 


Ser 


Ser 


Val 


Asp 


Val 


Leu 


Val 


Leu 


Ser 


Gly 


Thr 


Lys 


Lys 


Ser 


Lys 






195 










200 










205 








Phe 


Leu 


Leu 


Phe 


Gin 


Leu 


Glu 


Glu 


Asp 


Asn 


Asp 


Gly 


Lys 


Val 


Cys 


Val 




210 










215 










220 










Thr 


Glu 


Thr 


Arg 


Leu 


Asp 


Thr 


Pro 


His 


Gin 


Asn 


Tyr 


He 


He 


Asp 


Ala 


225 










230 










235 










240 


Asn 


His 


Thr 


Tyr 


He 


He 


Thr 


Asn 


Lys 


Thr 


Ser 


Leu 


Phe 


Leu 


Met 


Arg 










245 










250 










255 




Glu 


Phe 


Leu 


Arg 


Asn 


Gly 


Ser 


Arg 


Ser 


Ser 


Ala 


Leu 


Thr 


Gin 


Val 


Pro 








260 










265 










270 






Glu 


Glu 


He 


Glu 


Ala 


Ser 


He 


Gin 


Gin 


Ser 


Pro 


Lys 


Ala 


Lys 


Val 


Asn 






275 










280 










285 








Lys 


Glu 


Lys 


Ser 


Lys 


Asp 


He 


Tyr 


Val 


He 


His 


Cys 


Leu 


Gly Ala 


His 




290 










295 










300 










Pro 


Tyr 


Ser 


Leu 


Tyr 


Gly 


Phe 


Pro 


Lys 


Ser 


Arg 


Thr 


Ser 


Pro 


Asn 


Glu 


305 










310 










315 










320 


Asn 


Ser 


Arg 


Lys 


Val 


Leu 


Glu 


Gly 


Gin 


Glu 


Tyr 


Lys 


Lys 









325 330 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 89: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 97 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 83 655 3 83 945 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 3 89: 

Trp Leu Ser Gly Pro Val Gly He Val Arg He Leu His Thr Gly Trp 

15 10 15 

Ser Val Gly He Pro Glu Ala Leu Ala Trp He Gly Leu He Ser Val 

20 25 30 

Asn Leu Ala Val Leu Asn Leu Leu Pro He Pro Val Leu Asp Gly Gly 

35 40 45 

Tyr He Leu Leu Cys Leu Trp Glu He Leu Ser Arg Arg Arg Leu Asn 
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55 60 
Mat Arg Leu Val Glu Lys Ala Leu Val Pro Phe Met He Leu Leu Val 

Leu Phe Phe Val Phe Leu Thr Leu Gin Asp Leu Ser Arg Val Phe Val 
85 9° 95 

Gly 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 9 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 423 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 83 949 .. 3 85217 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 390: 

Val Ala Leu Glu Ala Asp Phe Cys Phe Ser Arg Arg Pro Leu Ala Asn 
Leu Leu Val Ala lie Phe Val Phe Gly He Leu Tyr Phe Ser Gly Gly 
Arg Thr Lys Ser Phe Ser Glu His Thr Ser He Val Gly Trp Val His 
Pro Ser Leu Glu Gin Gin Gly Leu His Ala Gly Asp Gin He Phe Phe 
cys Asn Gly Gin Pro Tyr Ser Gly His Lys Met Ala Phe Ser Ser Ser 
Leu Leu Glu Arg Lys Leu Ser Leu Gin Gly Gin His Pro Ala Tyr Phe 



Ser Glu Ser Glu Ala Phe Ser Leu Glu "a Pro Phe Asn Pro Asp Met 
Glu Gly val Pro Cys Leu Gly Ala Ser Tyr Leu Leu Tyr Arg Gly Ser 
Asp Pro HI Pro Glu Lys Ser III Leu Val Asp Ala Gly Leu Ser Glu 
Gly Asp Arg Leu Val Trp Met Asp Gly Leu Leu Val Phe Ser Gly Ala 
£in Val Ser Gin Met Leu Asn Glu Lys Gin Ser Phe Leu Arg Val Glu 
Arg Gin Gly Lys Val Val Phe Val Arg Gin Ala Arg Val Leu Ala Gly 
Asp Leu Thr III Thr Pro Tyr Phe Lys Asn Glu Leu lie Asp Cys Gin 



Tyr Glu Ala Gly Leu Lys Gly Lys Trp Ala ser Leu Tyr Met Leu Pro 



200 



Tyr lie lie Asn Gly Asp Gly Phe Val Glu Ser Lys Val Lys Leu Leu 



215 



220 



Asn Asn Glu Arg Val III Leu Asp Tyr Asn Leu Glu Leu Gly Asp Lys 



235 



245 

He Val Ala Val Asp Gly He Pro Val Met Ser Asn Ala Asp He Leu 

260 265 
Arg Leu Val Gin Asp His Arg Val Ser Leu He Phe Gin Arg Met Ser 
275 280 285 



250 
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Pro 


Glu 


Gin 


Leu 


Thr 


Val 


Leu 


Glu 


Gin 


Lys 


Ala 


Ala 


Asp 


Gin 


Ala 


Phe 




290 










295 










300 










He 


Asn 


Ser 


Tyr 


Asp 


Met 


Asp 


Asp 


Leu 


Leu 


Arg 


Val 


Ala 


Glu 


Ser 


Val 


305 










310 










315 










320 


Gly 


Glu 


Glu 


Arg 


Glu 


Val 


Ser 


Arg 


Leu 


Gly 


Asp 


Tyr 


Arg 


Leu 


Val 


Thr 










325 










330 










335 




Arg 


Val 


Gin 


Pro 


Arg 


Pro 


Trp 


Ala 


His 


He 


Tyr 


Ser 


Glu 


Ala 


Leu 


Leu 








340 










345 










350 






Asp 


Lys 


Gin 


Arg 


Ala 


Leu 


Ala 


Ser 


Lys 


Phe 


Arg 


Asp 


Glu 


Gin 


Glu 


Arg 






355 










360 










365 








Arg 


Tyr 


Tyr 


Leu 


Glu 


Arg 


He 


Glu 


Ala 


Glu 


Asn 


Gin 


Arg 


He 


Ser 


Leu 




370 










375 










380 










Gly 


He 


Pro 


Leu 


Arg 


Ser 


Ser 


Arg 


Ser 


Val 


Gin 


Ser 


Gly 


Ser 


Leu 


Gly 


385 










390 










395 










400 


He 


Asp 


Gly 


Gly 


He 


Arg 


Phe 


Arg 


Gin 


Leu 


Lys 


Asp 


Cys 


Glu 


Ser 


Leu 










405 










410 










415 




Gly 


Asp 


Gly 


Ala 


Gly 


Glu 


Pro 





















420 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 91: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 110 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (385178 .. 3 85507 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 391: 



Met 


Thr 


He 


He 


Tyr 


Phe 


Val 


Leu 


Ala 


Ala 


Leu 


Ala 


Leu 


Gly 


Phe 


Leu 


1 








5 










10 










15 




He 


Leu 


He 


His 
20 


Glu 


Leu 


Gly 


His 


Leu 
25 


Leu 


Ala 


Ala 


Lys 


Ala 
30 


Val 


Gly 


Met 


Ser 


Val 
35 


Glu 


Ser 


Phe 


Ser 


He 
40 


Gly 


Phe 


Gly 


Pro 


Ala 
45 


Leu 


Val 


Arg 


Lys 


Lys 
50 


He 


Gly 


Ser 


Val 


Glu 
55 


Tyr 


Arg 


He 


Gly 


Ala 
60 


He 


Pro 


Phe 


Gly 


Gly 


Tyr 


Val 


Arg 


He 


Lys 


Gly 


Met 


Asp 


Arg 


Asn 


Asp 


Lys 


Asp 


Asn 


Ser 


65 










70 










75 










80 


Gly 


Asp 


Lys 


Glu 


Lys 
85 


Thr 


Val 


Tyr 


Asp 


He 
90 


Pro 


GlU 


Gly 


Phe 


Phe 
95 


Ser 


Lys 


Ser 


Pro 


Trp 
100 


Lys 


Arg 


He 


Phe 


Val 
105 


Leu 


Ala 


Ala 


Gly 


Leu 
110 







(2) INFORMATIONS POUR LA SEQ ID NO: 3 92: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 80 acides amines 

(B) TYPE: acide amin6 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: complement (385706 .. 386845) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 92: 
L eu Leu Lys His Leu Ala Leu He oly Ser Thr Gly Ser He Gly Arg 
Gin Val Leu Gin 5*1 Val Arg Ser lie Pro Asp Thr Phe lie lie Glu 

Tnr Leu Ala fla Tyr Gly Arg Asn Gin Glu Ala Leu lie Ser Gin He 

40 



Arg Glu Phe Asn Pro Arg Val Val Ala Val Arg Glu Glu Thr Thr Tyr 

Lys G°iu Leu Arg Lys Leu IL Pro His He Glu He Leu Leu Gly Glu 

Su Oly Leu Val Ser 111 Ala Thr Glu Pro Ser Val Thr He Thr He 

85 " 
Val Ala Ser Ser Gly He Asp Ala Leu Pro Ala Val He Ala Ala He 

inn iuj 
Ar g Gin Lys Lys Thr He Ala Leu Ala Asn Lys Glu Ser Leu Val Ala 

Ala Gly III Leu Val Thr Thr III Ala Arg Glu Asn Gly Val Gin He 

Leu III He Asp ser Glu "is Asn Ala Leu Phe Gin Cys Leu Glu Gly 

•ICQ XOO 

III Asp ser ser Thr He Lys Lys Leu Leu Leu Thr Ala Ser Gly Gly 
Pro Leu Arg Asn Lys Ser Lys Glu Glu Leu Gin Lys Val Ser Leu Gin 



Glu Val Leu Arg His Pro Val Trp Asn Met Gly Pro Lys He Thr Val 



185 



200 



205 



ASP ser sir Thr Leu Val Asn Lys Gly Leu Glu He He Glu Ala Phe 
Trp HI Gly Leu Glu fla Val Glu He Glu Ala Val He His Pro 



230 



III ser Leu Val His Gly Met Val Glu Phe Cys Asp Gly Thr He Leu 
Ser Val Met Lys Pro Pro Ser Met Leu Phe Pro He Gin His Val Leu 



Thr Phe Pro III Arg Ser Pro Ala He Gly Pro Gly Phe Asp Phe Leu 



280 



285 



Ser Asn Arg Thr Leu Glu Phe Phe Pro He Asp Glu Asp Arg Phe Pro 
ser III His Leu Ala Lys III Val Leu Leu Glu Lys Gly Ser Met Gly 
Cys Phe Phe Asn Gly III Asn Glu Ala Leu Val His Arg Phe Leu Ala 
Gl y Glu He Ser III His Gin He Val Pro Lys Leu Gin Ala Leu Val 

ASP Gin His III val Gin Ser Cys Leu Ser Leu Glu Glu He Leu Ser 

355 360 

370 



Val Asp Ala Glu Ala Arg Ala Arg Ala Gin Glu Cys 

375 380 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 93: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 
<A) LONGUEUR: 167 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 86127 3 86627 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 3 93: 



Gly 


Trp 


He 


Thr 


Ala 


Ser 


He 


Ser 


Thr 


Ala 


Ser 


Ser 


Pro 


Asn 


Ser 


Gin 


1 






5 










10 










X b 




Lys 


Ala 


Ser 


He 


He 


Ser 


Lys 


Pro 


Leu 


Phe 


Thr 


Lys 


Val 


Glu 


GlU 


Ser 






20 










25 










30 






Thr 


Val 


He 


Leu 


Gly 


Pro 


He 


Phe 


Gin 


Thr 


Gly 


Cys 


Arg 


Lys 


Thr 


Ser 






35 










40 










45 








Cys 


Lys 


Glu 


Thr 


Phe 


Cys 


Asn 


Ser 


Ser 


Phe 


Asp 


Leu 


Phe 


Leu 


Asn 


Gly 




50 










55 










60 










Pro 


Pro 


Glu 


Ala 


Val 


Asn 


Asn 


Asn 


Phe 


Leu 


Met 


Val 


Glu 


Glu 


Ser 


Leu 


65 










70 










75 










80 


Pro 


Ser 


Lys 


His 


Trp 


Lys 


Ser 


Ala 


Leu 


Cys 


Ser 


Leu 


Ser 


Met 


Gly 


Arg 










85 










90 










95 




He 


Cys 


Thr 


Pro 


Phe 


Ser 


Leu 


Ala 


Lys 


Val 


Val 


Thr 


Asn 


Ser 


Pro 


Ala 






100 










105 










110 






Ala 


Thr 


Asn 


Asp 


Ser 


Leu 


Leu 


Ala 


Lys 


Ala 


He 


Val 


Phe 


Phe 


Cys 


Arg 






115 










120 










125 








He 


Ala 


Ala 


Met 


Thr 


Ala 


Gly 


Lys 


Ala 


Ser 


He 


Pro 


Asp 


Glu 


Ala 


Thr 




130 










135 










140 










Met 


Val 


He 


Val 


Thr 


Glu 


Gly 


Ser 


Val 


Ala 


Thr 


Glu 


Thr 


Asn 


Pro 


Ser 


145 










150 










155 










160 


Ser 


Pro 


Lys 


Arg 


He 


Ser 


He 





















165 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 94: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 167 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (386872 387372 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 3 94: 

Gly Pro Ser Leu Ser Leu Val Met Arg Xaa Phe Thr Lys Thr Asp He 

15 10 15 

Leu Pro He Phe Leu Val Leu Leu He Asn Leu Gly He Ser Tyr Cys 

20 25 30 

Phe Phe Ser Ser Phe Val Cys Val Ser Phe Asp Thr He Phe Ala Phe 

35 40 45 

Ser Leu Gly He Arg Val Arg Leu Val Asp Tyr Leu Val Met Leu Leu 

50 55 60 

Leu Ser Ala Ser He Val Gly Ala Phe Lys Ala Val Gly Val Leu Met 
65 70 75 80 

Ser Leu Ala Phe Leu Leu He Pro Gly Leu He Ala Lys Leu He Ala 
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90 9 5 



Ser Ser Val Gin Su Met Met Val Tyr Ser Met Val Phe Gly Gly Leu 
Ala Ala Leu He AlaPro Ala Leu Ser Arg Ser He Leu Ser Val T*r 
Gly He Oil Leu Ser Thr Ser Gly Leu Ala Val Gly Leu Leu Leu Val 
Pfce Tyr Val Val Met Leu Val Phe Val Cys Ser Lys Arg Ala He Met 



145 

Leu Arg Gin Lys Leu Asp Lys 
165 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 95: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 129 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(v iii) POSITION DANS LE GENOME : complement (387338 .. 3 87724 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 3 95: 

Leu Tyr He Asp Asp He Gin Val He Val Phe Phe Ala He Ala Val 
ser Cys Ser Val Val Gly Thr Phe Leu Val Leu Lys Lys Met Ala Met 
Tyr Ala Asn Val Val Ser His Thr fie Leu Phe Gly Leu Val Cys Val 
Cys Leu Phe Thr His Gin Leu fie His Leu Ser Met Gin Ala Leu Thr 
lie Ala Ala Val Ser Thr Thr Leu Leu Thr Gly Ala Ser He His Phe 
Leu Arg Asn Val Phe Lys Val Ala Glu Glu Ala Ser Thr Ala Leu Val 
Phe Ser Leu Leu Phe Ser Ala Ser Leu Leu Leu Leu Val Phe Leu Thr 

Ar g Asn Ala "is Val Gly Thr Glu Leu Val He Gly Asn Ala Asp Xaa 

i I c 120 



Tyr 



(2) INFORMATIONS POUR LA SEQ ID NO : 39 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 145 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(Viii) POSITION DANS LE GENOME: complement (3 87816 388250 ) 
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(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 3 96: 



Leu 


Phe 


Ser 


Arg 


Asp 


Glu 


Glu 


His 


Leu 


Leu 


Lys 


lie 


Phe 


Trp 


Tyr 


Leu 


1 








5 










10 










15 




Arg 


Glu 


Gin 


Asn 


Thr 


Tyr 


Gin 


Val 


Gly 


Val 


Arg 


Asp 


Phe 


Val 


Arg 


Ser 








20 










25 










30 






Arg 


Lys 


Tyr 


Gin 


Glu 


Tyr 


Phe 


Gly 


Asp 


Lys 


Val 


Phe 


Pro 


Arg 


Phe 


Arg 






35 










40 










45 








Met 


Phe 


Leu 


Leu 


Cys 


Lys 


Lys 


Gly 


Leu 


Val 


Ser 


Cys 


Ser 


Glu 


His 


Gin 




50 










55 










60 










Trp 


Ser 


Leu 


Thr 


Asp 


Lys 


Gly 


Leu 


Ala 


Arg 


Ala 


Ala 


Lys 


Leu 


Val 


Arg 


65 










70 










75 










80 


Ala 


His 


Arg 


Leu 


Trp 


Glu 


Ser 


Tyr 


Leu 


Val 


Ser 


Gin 


Leu 


Gly 


Phe 


Asn 










85 










90 










95 




Lys 


Asn 


Glu 


Val 


His 


His 


Phe 


Ala 


Glu 


Glu 


Met 


Glu 


His 


Val 


Leu 


Thr 








100 










105 










110 






Asp 


Glu 


Leu 


Asp 


Ser 


Thr 


Leu 


Ser 


Gin 


Met 


Leu 


Gin 


Asp 


Pro 


Asp 


Tyr 






115 










120 










125 








Asp 


Pro 


His 


Gin 


Arg 


Glu 


lie 


Pro 


Lys 


Arg 


Thr 


Arg 


Lys 


Ser 


Asp 


Gly 




130 










135 










140 











Cys 
145 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 97: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 311 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (388237 389169 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 97: 



Met 


Leu 


Ser 


Cys 


He 


Phe 


Gin 


Asp 


Thr 


He 


Phe 


Leu 


Ser 


Ser 


Phe 


Leu 


1 








5 










10 










15 




Ala 


Val 


Ser 


Leu 


He 


Cys 


Met 


Thr 


Thr 


Ala 


Leu 


Trp 


Gly 


Thr 


He 


Leu 








20 










25 










30 






Leu 


Val 


Glu 


Arg 


Gin 


Pro 


Leu 


Leu 


Ser 


Glu 


Ser 


Leu 


Ser 


His 


Ala 


Cys 






35 










40 










45 








Tyr 


Pro 


Gly 


Leu 


Leu 


He 


Gly 


Ala 


Leu 


Leu 


Ser 


Tyr 


Lys 


Val 


Pro 


Ala 




50 










55 










60 










Phe 


Ser 


Asp 


Ser 


Leu 


Trp 


Val 


He 


He 


Phe 


Phe 


Gly 


Cys 


Leu 


Ala 


Ser 


65 










70 










75 










80 


Val 


Leu 


Gly 


Cys 


Leu 


Gly 


He 


Ser 


Phe 


Leu 


Glu 


Lys 


Lys 


Leu 


Ala 


Met 










85 










90 










95 




His 


Lys 


Asp 


Ser 


Ala 


Leu 


Cys 


Leu 


Val 


Leu 


Val 


Ser 


Phe 


Phe 


Gly Val 








100 










105 










110 






Gly 


Val 


He 


Leu 


Val 


Ser 


Tyr 


Val 


Lys 


Asp 


Cys 


Cys 


Pro 


Leu 


Leu 


Tyr 






115 










120 










125 








Asn 


Lys 


He 


Asn 


Ala 


Tyr 


Leu 


Tyr 


Gly 


Gin 


Ala 


Ala 


Thr 


Leu 


Gly 


Tyr 




130 










135 










140 










Thr 


Glu 


Ala 


Lys 


Leu 


Ala 


Leu 


He 


He 


Phe 


Cys 


Leu 


Ser 


Ala 


Val 


Val 


145 










150 










155 










160 


Leu 


Trp 


Trp 


Trp 


Tyr 


Arg 


Gin 


He 


Ser 


Val 


Ala 


He 


Phe 


Asp 


Arg 


Glu 
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170 "5 



Phe Ala Tyr Ser Cys Gly Leu Arg Thr Arg Thr Ala Glu Leu Val Val 



Leu Val Phe He Ser Leu Val He Va! Ser Gly Val Arg Ser Val Gly 



185 



He Leu III He Ser Ala Met Phe Val Ala Pro Pro Leu Ser Ala Arg 



200 



205 



215 



220 



Gin Leu Ser Asp Arg Leu Ser Thr He Leu lie Leu Ser Ser He Phe 
Gly Gly He cys Gly fla Leu Gly cys Tyr Phe Ser Val Ala Phe Thr 
cys Gin Thr Val Val Glu Gly Lys Pro He Ser He He Leu Pro Thr 
Gly Pro Leu vfl Val Phe Phe Ala Gly Val Leu Val Phe Leu Cys Leu 



lie Phe III Trp Lys Thr Gly Trp He Thr Arg Tyr Phe Arg Arg Lys 



280 



nqc 300 

290 

Met Val Leu He Phe Ser Arg 
305 310 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 9 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 2 61 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (389173 .. 389955) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 3 98: 

Leu Phe Leu Asn Arg Asp Asn Ala He Ala Trp Ser Val Glu Leu 

cys Val Asn Tyr Lp His Ser Asp Val Leu Cys His He Thr Phe Ser 

Leu Pro Ala lly Asp Leu Ala Ala lie He Gly Pro Asn Gly Ala Gly 

Lys Ser Thr Leu Leu Lys Ala Ser Leu Gly Leu He Arg Ala Ser Ser 

Gly G°in ser Leu Phe Phe Gly Gin Arg Phe Ser Lys Ala His His Arg 

He Ala Tyr Met Pro lln Arg Ala Ser Val Asp Trp Asp Phe Pro Met 

Thr Val Leu Asp Leu Val Leu Met Gly Cys Tyr Gly Tyr Lys Gly He 

1 00 105 
Trp Asn Arg He Ser Thr Asp Asp Arg Gin Glu Ala Met Arg He Leu 

Glu Arg Val Gly Leu Glu Ala III Ala Asn Arg Gin He Gly Lys Leu 

13 5 

ser Gly Gly Gin Gin Gin Arg Ala Phe Leu Ala Arg Ser Leu Met Gin 

C 150 133 

lys Ala Asp Leu Tyr Leu Met Asp Glu Leu Phe Ser Ala lie Asp Met 

Ala ser Tyr Gin Met Val Val Asp Val Leu Gin Glu Leu Lys Ser Glu 

180 185 
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Gly Lys Thr lie Val Val lie His 
195 200 
Leu Phe Asp His Val lie Leu Leu 

210 215 
Ser Val Glu Glu Cys Leu Thr Lys 
225 230 
Cys Glu Leu Glu Leu Leu Asp Tyr 
245 

Tyr Gin Gly Ser Cys 
260 



His Asp Leu Ser Asn Val Arg Lys 
205 

Asn Lys His Leu Val Cys Ser Gly 
220 

Glu Ala lie Phe Gin Ala Tyr Gly 
235 240 
Thr Leu Lys Leu Ser Arg Gly Lys 
250 255 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 99: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 317 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 8 9 945 3 9 089 5 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 3 99: 

Lys Leu lie Leu Arg Gly Leu Leu Cys Leu Ala Gly Cys Phe Leu Met 

15 10 15 

Asn Ser Cys Ser Ser Ser Arg Gly Asn Gin Pro Ala Asp Glu Ser lie 

20 25 30 

Tyr Val Leu Ser Met Asn Arg Met lie Cys Asp Cys Val Ser Arg lie 

35 40 45 

Thr Gly Asp Arg Val Lys Asn lie Val Leu lie Asp Gly Ala lie Asp 

50 55 60 

Pro His Ser Tyr Glu Met Val Lys Gly Asp Glu Asp Arg Met Ala Met 
65 70 75 80 

Ser Gin Leu lie Phe Cys Asn Gly Leu Gly Leu Glu His Ser Ala, Ser 

85 90 95 

Leu Arg Lys His Leu Glu Gly Asn Pro Lys Val Phe Asp Phe Gly Gin 

100 105 110 

Arg Leu Leu Asn Lys Asn Cys Phe Asp Leu Leu Ser Glu Glu Gly Phe 

115 120 125 

Pro Asp Pro His lie Trp Thr Asp Met Arg Val Trp Gly Ala Ala Val 

130 135 140 

Lys Glu Val Ala Ala Ala Leu lie Gin Gin Phe Pro Gin Tyr Glu Glu 
145 150 155 160 

Asp Phe Gin Lys Asn Ala Asp Gin lie Leu Ser Glu Met Glu Glu Leu 

165 170 175 

Asp Arg Trp Ala Val Arg Ser Leu Ser Thr lie Pro Glu Lys Asn Arg 

180 185 190 

Tyr Leu Val Thr Gly His Asn Ala Phe Ser Tyr Phe Thr Arg Arg Tyr 

195 200 205 

Leu Ser Ser Asp Ala Glu Arg Val Ser Gly Glu Trp Arg Ser Arg Cys 

210 215 220 

lie Ser Pro Glu Gly Leu Ser Pro Glu Ala Gin lie Ser lie Arg Asp 
225 230 235 240 

lie Met Arg Val Val Glu Tyr lie Ser Ala Asn Asp Val Glu Val Val 

245 250 255 

Phe Leu Glu Asp Thr Leu Asn Gin Asp Ala Leu Arg Lys lie Val Ser 



1151 



cys Ser Lys Ser Gly Gin Lys lie Arg Leu Ala Lys Ser Pro Leu Tyr 
Ser Asp Asn Val Cys Asp Asn Tyr Phe Ser Thr Phe Gin His Asn Val 
Arg Tnr lie Thr Glu Glu Leu Gly Gly Thr Val Leu Glu 



305 310 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 99 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(vi ii) POSITION DANS LE GENOME: 3 91514 .. 39 1810 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 400: 

Leu Thr lie Thr He Asn Lys Ala Lys Thr Thr lie cys Arg Thr Arg 

Lu Pro Thr Lys Glu Leu Phe Met Ala Thr Ala Gin He Thr He Gin 

Olu Glu He G°iu Gin Leu He Thr Lys Ala He Ser Lys Val Gly Gly 

ser Lys Glu Asn Asp Leu Cys Arg Tyr Leu Pro Gly Pro Thr Gly Gly 

Tyr Met His His Phe Thr Leu Lys Lys Met Lys Asn Ser Ala Pro Glu 

fin Leu Leu Lys Asn Val Lys Asp Val Cys Asp Arg Phe Tyr His Ser 

85 yu 



Gin lie His 



(2) INFORMATIONS POUR LA SEQ ID NO : 4 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 529 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(Viii) POSITION DANS LE GENOME : 3 92410 .. 3 93 9 9 6 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 401: 

A sn Met Thr Gin Thr Ala Glu Lys Pro Phe Gly Lys Leu Arg Ser Phe 

Lu Trp Pro He His Met His Glu Leu Lys Lys Val Leu Pro Met Phe 

L eu Met Phe Phe Cys He Ser Phe Asn ,yr Thr He Leu Arg Asp Thr 
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Lys Asp Thr Leu lie Val Thr Ala Pro Gly Ser Gly Ala Glu Ala lie 

50 55 60 

Pro Phe lie Lys Leu Trp Leu Val Val Pro Ser Ala Val Val Phe Met 
65 70 75 80 

Leu lie Tyr Ala Lys Leu Ser Asn lie Leu Asn Lys Gin Ala Leu Phe 

85 90 95 

Phe Ala Val Leu Ser Pro Phe Val Val Phe Phe Ala Leu Phe Pro Val 

100 105 110 

Val lie Tyr Pro Cys Arg His lie Leu His Pro Thr Ala Phe Ala Asp 

115 120 125 

Thr Leu Gin Ser lie Leu Pro Ser Gly Phe Met Gly Phe lie Ala Met 

130 135 140 

Leu Arg Asn Trp Thr Phe Ala Val Phe Tyr Val Leu Ser Glu Leu Trp 
145 150 155 160 

Gly Ser Val Met Leu Ser Leu Met Phe Trp Gly Phe Ala Asn Glu lie 

165 170 175 

Thr Lys lie Ser Glu Ala Lys Arg Phe Tyr Ala Leu Phe Gly Val Gly 

180 185 190 

Ala Asn Val Ala Leu Leu lie Ser Gly Pro Ala lie lie Trp Ser Ser 

195 200 205 

Lys Leu Arg Ala Ser Leu Gly Glu Gly Val Asp Pro Trp Gly Val Ser 

210 215 220 

Leu Tyr Phe Leu Met Ala Met Phe Leu Cys Ser Cys Ala lie lie Ala 
225 230 235 240 

Ala Cys Tyr Trp Trp Met Asn Arg Tyr Val Leu Thr Asp Pro Arg Phe 

245 250 255 

Tyr Asn Pro Ala Glu Leu Lys Ala Lys Lys Ser Lys Pro Lys Met Ser 

260 265 270 

Met Gly Glu Ser Phe Ser Tyr Leu Leu Arg Ser Pro Tyr Met Leu Leu 

275 280 285 

Leu Ala Leu Leu Val lie Cys Tyr Gly lie Cys lie Asn Leu Val Glu 

290 295 300 

Val Thr Trp Lys Ser Gin Leu Lys Met Gin Phe Pro Asn Pro Asn Asp 
305 310 315 320 

Tyr Ser Ala Phe Met Gly Asn Phe Ser Phe Trp Thr Gly Val Val Ser 

325 330 335 

Val Phe Val Met Leu Phe lie Gly Gly Asn Val lie Arg Arg Phe Gly 

340 345 350 

Trp Leu Thr Gly Ala Leu Val Thr Pro lie Met Val Leu Val Thr Gly 

355 360 365 

Ala Val Phe Phe Ala Leu Val lie Phe Arg Asp His Ala Thr Gly Leu 

370 375 380 

Val Ala Ala Leu Gly Thr Thr Pro Leu Met Leu Ala Val Val Val Gly 
385 390 395 400 

Ala lie Gin Asn lie Leu Ser Lys Ser Thr Lys Tyr Ala Leu Phe Asp 

405 410 415 

Ala Thr Lys Glu Leu Ala Tyr lie Pro Leu Asp Gin Glu Gin Lys Val 

420 425 430 

Lys Gly Lys Ala Ala lie Asp Val Val Ala Ala Arg Phe Gly Lys Ser 

435 440 445 

Gly Gly Ser Leu lie Gin Gin Gly Leu Leu Val Val Cys Gly Ser lie 

450 455 460 

Gly Ala Met Thr Pro Phe Leu Ala Val Ala Leu Phe Ala lie lie Met 
465 470 475 480 

Val Trp Leu Thr Ser Ala Thr Lys Leu Asn Lys Leu Phe Leu Ala Ala 

485 490 495 

Ser Ala Ala Lys Glu Gin Glu Leu Xaa Glu Ala Ala Ala Ala Glu Lys 

500 505 510 

Glu Ala Ser Ser Ala Ala Lys Glu Ser Ala Pro Ala lie Glu Gly Val 
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515 

Ser 



520 525 



(2) INFORMATIONS POUR LA SEQ ID NO: 402: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 395 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 394170 .. 395354 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 402: 

Thr Arg Leu Lys Thr Leu Lys Pro Tyr Lys He Glu Asn He Arg Asn 

Phe Ser He He La His He Asp His Gly Lys Ser Thr He Ala Asp 



Arg Leu Leu g5u Ser Thr Ser Thr He Glu Gin Arg Glu Met Arg Glu 
Gin Leu Leu Asp Ser Met Asp Leu Glu Arg Glu Arg Gly He Thr lie 
Lys La His Pro Val Thr lit Thr Tyr Glu Tyr Glu Gly Glu Thr Tyr 
Glu Leu Asn Leu He Asp Thr Pro Gly His Val Asp Phe Ser Tyr Glu 
Val Ser Arg Ser Leu Ala Ala Cys Glu Gly Ala Leu Leu He Val Asp 
Ala Ala Gin "ly Val Gin Ala Gin III Leu Ala Asn Val Tyr Leu Ala 
Leu Glu Arg Asp Leu Glu He lie Pro Val Leu Asn Lys He Asp Leu 

Gin 

III Leu Asp Thr Ser Asn Thr lie Ala Cys Ser Ala Lys Thr Gly Gin 



Pro Ala Ala Gin Pro Glu "la He Lys Lys Gin He Glu Glu Phe He 



Gly He Pro Glu He Leu Glu Ser He he Arg Leu Val Pro Pro Pro 



170 175 



Lys Pro Pro Gin Glu Thr Glu Leu Eys Ala Leu He Phe Asp Ser His 

195 200 205 

Tyr Asp Pro Tyr Val Gly He Met Val Tyr Val Arg Val He Ser Gly 
210 215 220 



185 19° 



Glu lie Lys Lys Gly Asp Arg He Thr Phe Met Ala Tlxr Lys Gly Ser 

III Phe Glu Val Leu Gly He Gly Ala Phe Leu Pro Glu Ala Thr Leu 

245 250 z=> 

Met Glu Gly Ser Leu Arg Ala Gly Gin Val Gly Tyr Phe He Ala Asn 

260 265 <* /u 

L eu Lys Lys Val Lys Asp Val Lys He Gly Asp Thr Val Thr Thr Val 

275 280 
Lys His Pro Ala Lys Glu Pro Leu Glu Gly Phe Lys Glu He Lys Pro 



oqc 300 

290 



Val Val Phe Ala Gly He Tyr Pro He Asp Ser Ser Asp Phe Asp Thr 
305 310 315 
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Leu 


Lys 


Asp 


Ala 


Leu 


Gly 


Arg 


Leu 


Gin 


Leu 


Asn 


Asp 


Ser 


Ala 


Leu 


Thr 










325 










330 










335 




lie 


Glu 


Gin 


Glu 


Ser 


Ser 


His 


Ser 


Leu 


Gly 


Phe 


Gly 


Phe 


Arg 


Cys 


Gly 








340 










345 










350 






Phe 


Leu 


Gly 


Leu 


Leu 


His 


Leu 


Glu 


He 


He 


Phe 


Glu 


Arg 


He 


Ser 


Arg 






355 










360 










365 








Glu 


Phe 


Asp 


Leu 


Asp 


He 


He 


Ala 


Thr 


Ala 


Pro 


Ser 


Val 


He 


Tyr 


Lys 




370 










375 










380 










Val 


Val 


Leu 


Lys 


Asn 


Gly 


Lys 


Thr 


Leu 


Phe 


He 












385 










390 










395 













(2) INFORMATIONS POUR LA SEQ ID NO: 403: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 228 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 9 53 09 .. 3 9 59 92 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 403: 

Arg Tyr Leu Gin Ser Arg Leu Lys Lys Trp Gin Asn Pro Phe Tyr Leu 

15 10 15 

He Thr Gin Gin His He Leu Thr Gin Leu Leu Leu Asn Thr Trp Lys 

20 25 30 

Ser Leu Gly Ser He Val Asn He He Thr Pro Gin Glu Tyr Leu Ser 

35 40 45 

Asn He Met Ser Leu Cys Met Asp Lys Arg Gly He Cys Leu Lys Thr 

50 55 60 

Asp Met Leu Asp Gin His Arg Leu Val Leu Ser Tyr Glu Leu Pro Leu 
65 70 75 80 

Asn Glu He Val Ser Asp Phe Asn Asp Lys Leu Lys Ser Val Thr Lys 

85 90 95 

Gly Tyr Gly Ser Phe Asp Tyr Arg Leu Gly Asp Tyr Lys Lys Gly Ala 

100 105 110 

He He Lys Leu Glu He Leu He Asn Asp Glu Ala Val Asp Ala Phe 

115 120 125 

Ser Cys Leu Val His Arg Asp Lys Ala Glu Ser Lys Gly Arg Ser He 

130 135 140 

Cys Glu Lys Leu Val Asp Val He Pro Pro Gin Leu Phe Lys He Pro 
145 150 155 160 

He Gin Ala Ala He Asn Lys Lys He He Ala Arg Glu Thr He Arg 

165 170 175 

Ala Leu Ala Lys Asn Val Thr Ala Lys Cys Tyr Gly Gly Asp He Thr 

180 185 190 

Arg Lys Arg Lys Leu Trp Asp Lys Gin Lys Lys Gly Lys Lys Arg Met 

195 200 205 

Lys Glu Phe Gly Lys Val Ser He Pro Asn Thr Ala Phe Val Glu Val 

210 215 220 

Leu Lys Met Glu 
225 



(2) INFORMATIONS POUR LA SEQ ID NO: 404: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 160 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (396059 396538) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 404: 

Phe Glu Asp Val Arg Glu Ala Leu Tyr Ala Ala Lys He He Ser Tyr 
5 10 



Ala Gin Gly Phe Met Leu Leu Lys Gin Val Ser Gin Asp Lys Gly Trp 
Asp Leu Asn Leu Gly Glu Leu Ala Leu He Trp Arg Gly Gly Cys He 
He Gin ser Ala Phe Leu Asp Lys lie His Gin Gly Phe Glu Asn Ser 
Pro G°iu Ala His Ser Leu lie Leu Gin Asp Tyr Phe Lys Lys Val Leu 
Phe Asp Ser Glu Thr lly Phe Arg Arg Ala Val Leu His Ala lie Gly 
Ser Gly Val Ala fie Pro Cys Leu Ser Ser Ala Leu Ser Phe Tyr Asp 
Gly Tyr Arg Thr Val Asp Ser Pro Leu Phe Leu Val Gin Gly Leu Arg 
Asp Tyr Phe Gly Ala His Gly Tyr Glu Arg Arg Asp Cys Pro Arg Gly 



145 



Glu Phe Tyr His Thr Asp S Leu Glu Thr Lys Thr Phe Arg Ala 



150 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 322 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (396542 397507 ) 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 405: 

Glu Gly Ser Val Ala Pro Asn Thr Asp lie Gly Leu He Gly Leu Ala 

ial Met Gly Lys Ln Leu Val Leu Asn Met Val Asp His Gly Phe Ser 

Val Ser Val £r Asn Arg Ser Pro fla Lys ^r Glu Glu Phe Leu Lys 

->c 40 45 

Asp His Gly Glu ser Gly Ala Leu Gin Gly Phe Thr T*r He Gin Glu 

cn 55 
Phe val Gin Ser Leu Lys Arg Pro Arg Lys lie Met He Met He Lys 

65 



70 75 
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Ala 


Gly 


Ala 


Pro 


Val 


Asp 


Glu 


Met 


He 


Ala 


Ser 


Leu 


Leu 


Pro 


Phe 


Leu 










85 










90 










95 




Glu 


Glu 


Gly 


Asp 


He 


Leu 


He 


Asp 


Gly 


Gly 


Asn 


Ser 


Tyr 


Tyr 


Leu 


Asp 








100 










105 










110 






Ser 


Glu 


Arg 


Arg 


Tyr 


Val 


Asp 


Leu 


Lys 


Lys 


Glu 


Gly 


He 


Leu 


Phe 


Val 






115 










120 










125 








Gly Met 


Gly 


Val 


Ser 


Gly 


Gly 


Glu 


Glu 


Gly 


Ala 


Arg 


Lys 


Gly 


Pro 


Ser 




130 










135 










140 










He 


Met 


Pro 


Gly 


Gly 


Asn 


He 


Asp 


Ala 


Trp 


Pro 


Ala 


He 


Ala 


Pro 


He 


145 










150 










155 










160 


Phe 


Gin 


Ser 


He 


Ala 


Ala 


Gin 


Val 


Gly 


Gly 


Arg 


Pro 


Cys 


Cys 


Ser 


Trp 










165 










170 










175 




He 


Gly 


Thr 


Gly 


Gly 


Ala 


Gly 


His 


Phe 


Val 


Lys 


Ala 


Val 


His 


Asn Gly 








180 










185 










190 






He 


Glu 


Tyr 


Gly 


Asp 


He 


Gin 


Leu 


He 


Cys 


Glu 


Thr 


Tyr 


Glu 


He 


Leu 






195 










200 










205 








Lys 


Thr 


Arg 


Leu 


Asn 


Leu 


Ser 


Leu 


Glu 


Gin 


He 


Gly Asn 


He 


Phe 


Phe 




210 










215 










220 










Glu 


Trp 


Asn 


Gin 


Thr 


Asp 


Leu 


Asn 


Ser 


Tyr 


Leu 


Leu 


Gly 


Ala 


Ala 


Ala 


225 










230 










235 










240 


Ala 


Val 


Leu 


He 


Ala 


Lys 


Asp 


GlU 


Asn 


Gly 


Asn 


Ala 


He 


Ala 


Ser 


Thr 










245 










250 










255 




He 


Leu 


Asp 


Val 


Ala 


Gly 


Gin 


Lys 


Gly 


Thr 


Gly Arg 


Trp 


Val 


Ala 


Glu 








260 










265 










270 






Asp 


Ala 


He 


Lys 


Ala 


Gly 


Val 


Pro 


Met 


Ser 


Leu 


He 


He 


Glu 


Ser 


Val 






275 










280 










285 








Leu 


Ala 


Arg 


Tyr 


Leu 


Ser 


Thr 


Trp 


Lys 


GlU 


Val 


Arg 


Thr 


Lys 


Ala 


Ala 




290 










295 










300 










Gin 


Glu 


Phe 


Pro 


Gly 


Phe 


Leu 


Phe 


Xaa 


Val 


Asn 


Leu 


His 


Lys 


Lys 


Leu 


305 










310 










315 










320 



Leu Pro 



(2) INFORMATIONS POUR LA SEQ ID NO: 406: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 451 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 97401 3 987 53 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 406: 



He 


Phe 


Met 


Gin 


Gin 


Leu 


He 


Asp 


Asn 


Leu 


Lys 


Lys 


Arg 


Gly 


He 


Leu 


1 








5 










10 










15 




Asp 


Asn 


Ser 


Ser 


Ala 


Gly 


Leu 


Glu 


Ser 


Leu 


Thr 


Val 


Pro 


Val 


Ser 


Ala 






20 










25 










30 






Tyr 


Leu 


Gly 
35 


Phe 


Asp 


Pro 


Thr 


Ala 
40 


Pro 


Ser 


Leu 


His 


He 
45 


Gly 


His 


Trp 


He 


Gly 
50 


He 


Cys 


Phe 


Leu 


Arg 
55 


Arg 


Leu 


Ala 


Ala 


Tyr 
60 


Gly 


He 


Thr 


Pro 


Val 


Ala 


Leu 


Val 


Gly Gly 


Ala 


Thr 


Gly 


Met 


He 


Gly 


Asp 


Pro 


Ser 


Gly 


65 










70 










75 










80 


Lys 


Ser 


Val 


Glu 


Arg 


Ser 


Leu 


Leu 


Asp 


Gin 


Ala 


Gin 


Val 


Leu 


Asp 


Asn 
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Ser 



85 9° 95 

Lys Lys lie Ala Ala Ala Leu Ala Ser Tyr Leu Pro Gly He Arg 



lie Val Asn Asn Ala Asp Trp Leu oiy Ser Leu Ser Met Val Asp Phe 



120 



125 



L »u Arg III val Oly Lys Hi, Si Ar, L,u oly s.r »t L.u Ala Ly» 

A»p v.°! V,l Lys o!» M val Tyr ser olu olu oly II. « Tyr Tfcr 

150 lbb 



145 r T^i Ton Gin Ser Tyr Asp Phe Ala His Leu Phe 

Glu Phe Ser Tyr Leu Leu Leu Gin ser xyr y ^ 



Lys oiu His Asn Val Val Leu Gin cys oly Oly Ser Asp Gin Trp Oly 
Asn He Thr Ser oly He Asp Tyr He Arg Arg Arg Oly Leu oly Oln 
Ala Tyr Oly Leu Thr Tyr Pro III Leu Thr Asp Ser Lys Oly Lys Lys 
lie Oly Lys Thr Olu Ser III Thr He Trp Leu Asp Pro Ala Leu Thr 
III Pro Tyr Olu Leu III Oln Tyr Phe Leu Arg Leu Pro Asp Oln Olu 
He ser Lys Val Met Arg Thr Leu Thr Leu Leu Asp Asn Olu Olu Val 
Phe Ala Leu Asp Olu Arg Leu Thr Ser Asp Pro Oln Ala Val Lys Xaa 
Oyr He Til Olu Val He Val Lys Asp Val His Oly Ser Olu Oly Leu 



295 300 



A la III Ala Oln Ala Ala Thr Olu Ser Phe Phe Ala Ser Lys Oly 



III He Thr Olu Ala III Leu Val Ala Leu Val Olu Ser Oly Val Oly 



325 330 



Val Lys val Ala Arg Ala Asp Leu He Oly Lys Arg Trp Leu Asp He 



Val val Olu Leu Oly Phe Cys Ser Ser Arg Oly Oln Ala Arg Arg Leu 



360 



He Oln III Arg Gly ^u Tyr He Asn Gin Glu Pro Leu Ala Asp Glu 
Gin s« He Leu Asp Oly Thr Oln Leu Cys Phe Asp Arg Tyr Val Leu 
III ser Gin Oly Lys III Lys Lys Gin Val He Asp Leu Lys Leu Gly 
Oly val cys Oly Ser Lys Tyr Arg Tyr Trp Val Asp Trp Phe Oly Arg 
ASP Gly Gin ill Pro cys He olu His Oly oly Ser Trp Phe Phe cys 



435 440 



Phe Cys Leu 
450 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 60 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: complement ( 3 989 09 3 9 9 688 ) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 407: 



Phe 


Val 


Lys 


Glu 


He 


Phe 


Phe 


Val 


Lys 


Thr 


His 


Asp 


Leu 


Ala 


Asp 


Thr 


1 








5 










10 










15 




Trp 


Gin 


Leu 


Tyr 


Trp 


Ser 


Thr 


Lys 


Glu 


He 


His 


His 


Arg Asp 


Val 


Leu 








20 










25 










30 






He 


Glu 


Ser 


Tyr 


Leu 


Pro 


Leu 


Val 


Lys 


Asn 


Val 


Ala 


His 


Arg 


Leu 


Ala 






35 










40 










45 








Ser 


Gly 


Met 


Pro 


Ser 


His 


Val 


Lys 


Met 


Glu 


Asp 


Leu 


Tyr 


Ala 


Leu 


Gly 




50 










55 










60 










Val 


Glu 


Gly 


Leu 


He 


Arg 


Ala 


Val 


Glu 


Arg 


Phe 


Asp 


Pro 


Glu 


Lys 


Ser 


65 










70 










75 










80 


Lys 


Arg 


Phe 


Glu 


Ser 


Tyr 


Ala 


Leu 


Phe 


He 


He 


Lys 


Ala 


Ala 


He 


He 










85 










90 










95 




Asp 


Gly 


Leu 


Arg 


Lys 


Gin 


Asp 


Trp 


Val 


Pro 


Arg 


Ser 


Val 


Tyr 


Gin 


Arg 








100 










105 










110 






Ala 


Asn 


Arg 


Leu 


Ala 


Asp 


Ala 


Met 


Asp 


Ser 


Leu 


Arg 


Gin 


Thr 


Leu 


Gly 






115 










120 










125 








Lys 


Glu 


Pro 


Thr 


Asp 


Gly 


GlU 


Leu 


Cys 


Glu 


Tyr 


Leu 


Asn 


He 


Ser 


Gin 




130 










135 










140 










Gin 


Glu 


Leu 


Ser 


His 


Trp 


Phe 


Ser 


Ser 


Ser 


Arg 


Pro 


Ala 


Leu 


Val 


Leu 


145 










150 










155 










160 


Ser 


Leu 


Asn 


Asp 


Asp 


Phe 


Ser 


Cys 


Gin 


Asp 


Asp 


Asp 


Glu 


Gly 


Leu 


Ala 










165 










170 










175 




Leu 


Glu 


Glu 


Arg 


He 


Ala 


Asp 


Glu 


Arg 


Ala 


Glu 


Thr 


Gly 


Tyr 


Asp 


Val 








180 










185 










190 






He 


Arg 


Lys 


Lys 


Glu 


Ala 


He 


Ser 


He 


Leu 


Thr 


Glu 


Ala 


Leu 


Leu 


Ala 






195 










200 










205 








Leu 


Asp 


Glu 


Lys 


Glu 


Arg 


Gin 


Val 


Met 


Ala 


Leu 


Tyr 


Tyr 


Tyr 


Asp 


Asp 




210 










215 










220 










Leu 


Val 


Leu 


Lys 


Glu 


He 


Gly 


Lys 


He 


Leu 


Gly 


Val 


Ser 


Glu 


Ser 


Arg 


225 










230 










235 










240 


Val 


Ser 


Gin 


He 


His 


Ser 


Lys 


Ala 


Leu 


Leu 


Lys 


Leu 


Arg 


Gly 


Thr 


Leu 










245 










250 










255 





Ser Ser Leu Leu 
260 



(2) INFORMATIONS POUR LA SEQ ID NO: 408: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 0 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (399778 .. 400167 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 408: 

Met Tyr Met Ala Leu Lys Ser Lys Asn Ser Gin Glu Leu Val Glu Cys 

15 10 15 

Val Arg Lys Tyr Leu Gly Lys Gin He Gly Leu Ser Leu Trp Asn Arg 

20 25 30 

Gin Asp Val Leu Glu Val He Thr He Asp Ser Leu Val Glu Gin Phe 



1159 



40 45 



Val Arg Asp Ser Gin olu Lys Val Val Leu Asp Leu Asn Glu Lys Val 
Val A°ia Gin Val Lys His Leu Leu Arg Val Gly Glu Gly Asn Phe Arg 
fla II- Val Thr Gly Ser Glu Thr Arg Lys Glu Leu Lys Arg lie Val 
ASP Pro Tyr Phe Pro Asp Leu Leu Val Leu Ala His Ser Glu Leu Pro 



inn 1° 5 
Olu Glu lie Pro lie Thr Leu Leu Gly Ala Val Ser Asp Glu Val Leu 

115 120 

Leu Ser 
130 



(2) INFORMATIONS POUR LA SEQ ID NO: 409: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 97 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (400034 .. 401224) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 409: 

Gly He ser Phe Pro Leu Gly Ala Ser Arg Leu Ala Leu Thr Val Cys 
Lu Leu Leu Phe Leu Val Asn Phe Leu Val He Thr Lys Gly Ala Glu 
Arg lie Ala flu val Arg Ala Arg Phe Ser Leu Glu Ala Leu Pro Gly 
Lys Gin Met ser Leu Asp Ala Asp lie Ala Ala Gly Arg He Gly Tyr 
ser Arg Ala Ser Val Lys Lys Ser Ser Leu Leu Glu Glu Ser Asp Tyr 
Phe Ser Ala Met Glu G^y Val Phe Arg Phe Val Lys Gly Asp Ala He 
Met Ser Trp Val Leu Leu Gly Val Asn He Leu Ala Ala Leu Phe Leu 
Gly Arg Ala Thr His Val Gly Asp Leu Trp Leu Thr Val Leu Gly Asp 
Ala Leu Val Ser Gin lie Pro Kll Leu Leu Thr Ser Cys Ala Ala Ala 
**r LeU He Ala Lys Val "ly Glu Lys Glu Ser Leu Ala Gin His Leu 
L eu Asp Tyr Tyr Glu Gin Ser Arg Gin Ser Phe Leu Phe lie Ala Leu 
He Leu Cys Gly Met Ala Cys He Pro Gly Ala Pro Lys Ala Leu He 
L eu Gly Phe Ser Val Leu Leu Phe Leu Gly Tyr Lys Asn Pro Ser Ser 



Ql y Glu Thr Leu Leu Phe Gin Lys Glu Arg Val Glu Phe Val Leu Pro 



Asp III Gly val Gly Asn III Ala Asn Leu Tyr Lys Asp Ala Arg Asn 
225 230 235 
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Gin 


lie 


Tyr 


Gin 


Glu 


Leu 




vai 


vai 


irne 


Pro 


vjIU 


nid 


11c 


val 


val 










*"> A C 




















TCC 

Zjj 




Arg 


Tyr 


Val 


Thr 


Gly 


Ser 


Ser 


Pro 


Arg 


Leu 


lie 


irne 


Ser 


biy 


VJT J.11 


fin 








OCA 

Z bU 










OCR 
















Val 


Ala 


Leu 


Arg 


Glu 


Leu 


Ser 


Cys 


Pro 


Ala 


lie 


Leu 


VjIU 


Ser 


TIq 

1 ±e 


Arg 






2 / b 




















Za O _3 








Gin 


Leu 


Ala 


Pro 


Glu 


Thr 


lie 


Ser 


(jIU 


Arg 


rile 


vai 


Ala 


His 


Leu 


V a. -L 




2 9 0 










j 










•inn 

J u u 










Asp 


Glu 


Pne 


Arg 


C3IU 


TJ T c— 

HIS 


Ala 


riie 


Leu 


Ser 


Tl Q 

J. Xfc= 


\J» J. u. 


uXU 


He 


Leu 


XT i. 


-5 A C 

3 05 










Tin 










J -L J 










320 


Leu 


Lys 


lie 


Ser 


/ill, 

CjIU 


Asn 


Ser 


Leu 


lie 




Leu 


T .01 1 
LicU 




Ala 


Leu 


Val 








325 










330 










335 




Arg 


Glu 


Arg 


Val 


Ser 


Leu 


His 


Leu 


Phe 


Pro 


Lys 


He 


Leu 


Glu 


Ala 


He 






340 










345 










350 






Asp 


Val 


Tyr 


Gly 


Ser 


Gin 


He 


Lys 


Glu 


Phe 


Ser 


Gly 


He 


Gly Arg 


Val 






355 










360 










365 








Cys 


Thr 


Lys 


lie 


Ser 


Trp 


Glu 


Ala 


Asn 


Trp 


Phe 


He 


Leu 


Met 


Glu 


Ser 


370 










375 










380 










Pro 


Arg 


Cys 


Leu 


Arg 


Gly 


Asn 


Tyr 


Asp 


Arg 


Leu 


Ser 


Gly 








385 










390 










395 













(2) INFORMATIONS POUR LA SEQ ID NO : 410: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 82 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 40177 6 402021 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 410: 



Met 


Ala 


Lys Leu 


He 


He 


Ser 


Ala 


Asp 


Asp 


Glu 


Asn 


Gin 


Glu 


Phe 


His 


1 






5 










10 










15 




Leu 


Glu 


Asp Gly 


Ser 


Ser 


He 


Ala 


Glu 


Val 


Cys 


Glu 


His 


Ser 


Gly Val 






20 










25 










30 






Pro 


Phe 


Ala Cys 


Met 


Glu 


Gly Val 


Cys 


Gly Thr 


Cys 


Val 


He 


Glu 


Val 






35 








40 










45 








Leu 


Glu 


Gly Ala 


Asp 


Asn 


Leu 


Ser 


Asp 


Phe 


Ser 


Glu 


Ala 


Glu 


Tyr 


Asp 




50 








55 










60 










Phe 


Leu 


Gly Asp 


Pro 


Glu 


Asp 


Ser 


Asn 


Glu 


Arg 


Leu 


Ala 


Cys 


Gin 


Met 



65 70 75 80 

Leu His 



(2) INFORMATIONS POUR LA SEQ ID NO: 411: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 65 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) H YPOTHET I QUE : OU i 



1161 



(Viii) POSITION DANS LE GENOME: 402126 .. 403220 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 411: 

Glu Pha Met Phe Thr Ser Leu Ser Ala lie Gin Asn Ala He Arg Pro 

i Pro Val Leu Thr Pro 
L eu Ala Ser lly He He Leu Gly Leu Ala oly Cys Val Val Gly Val 



Ser Cys Gin Leu Pro Val Leu Thr Pro Arg Arg Ala Leu lie Thr Ser 

on 25 _ __ , 



Leu Ala Ser Leu Pro Ala Leu He Ala Val Ser Ala Val He Leu Gly 



40 



val Ser Leu Phe Ala Ser Gly Leu Phe Leu Cys Arg Tyr Val Cys Pro 
Pro Lys He Val Ser Arg Arg Pro Ser Thr Glu Leu Pro Ala Glu Pro 
Thr Pro Glu Leu Pro Glu He Lys Arg Pro Lys Pro He Ala Pro Pro 



Pro Pro Asp Phe He Pro Pro Lys Pro Leu Arg Arg Thr lie Gly Glu 



Met Leu III Gly Trp Asn Cys He Glu Ser He Arg Gin Met Pro Phe 



120 



135 



140 



Phe III Ala Asn Asp Lys Thr Pro Leu Phe Phe Arg Asn Pro Ser Ala 



Arg Phe Arg Ala Trp Asn He Pro Phe Thr hIs Thr He Phe Val Ser 



Thr Ser Gly Gin Phe Ser Ser Leu Arg Me^ Gin Ser Asn Leu Pro Ala 



170 



Ala lie Ala Asl Ala Thr Gin Ser Ala Ala Phe Ala Lys Arg Gly Gin 



185 



200 



205 



Gly Gly HI Gly Val Asn Asp III Phe Pro Ala Val Leu Thr Asp Lys 

cys Trp Glu Glu Ser Ly. Pro Glu Ser Gly He Leu Leu Pro Gly Glu 

Cys ser Ser Ala Thr Trp Glu Asp Lys Asn His Leu Val Pro Cys Trp 

245 250 
Asp Glu Glu Thr Lys Thr Tyr Asn Lys Pro Leu Leu Phe lie Gin Met 

L eu Ala Pro Lys Ala Ser Met Ser Lys Ser Cys Tyr Glu He Thr Leu 

97c 280 
Arg Ala Tyr Thr Ala Cys Phe Glu Glu Ala He Arg Cys Gly Cys Arg 



Met He Gin He Pro Leu He Ala Ser Phe Gly Asp Phe Val Pro Arg 



295 



315 



320 



Ala Leu Ser Lys Arg Pro Lys Trp He Glu Ser Ala Lys Leu Ala Leu 
Leu His Ala Val III Lys Thr Ala Lys Lys His Ala Ser Lys Asp Leu 



340 

355 



Val lie Val Leu Thr Asn He Pro Gin Pro Val Asn Leu 

360 J " 



(2) INFORMATIONS POUR LA SEQ ID NO: 4 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 611 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



1162 



( i i i ) H YPOTHET I QUE : OU i 

(viii) POSITION DANS LE GENOME: 403348 .. 405180 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 412: 



Gin 


Lys 






Val 


Gly 


His 


Leu 


Val 


Met 


Ala 


Thr 


Pro 


Cys 


He 


Gin 


1 


















10 










15 




Asn 


Ala 


Ir llfci 




Arg 


Lys 


Thr 


Leu 


Pro 


Val 


Arg 


He 


Glv 


Asp 


Leu 


Phe 


















25 










30 






Val 


Gly 


Ser 


pin 

\j _L LI 




Car 


Tl ^ 

J. J.C 


Lys 


He 


Gin 


Ser 


Met 


Thr 


Thr 


Thr 


Ala 
















40 










45 








Thr 


Thr 


Asp 


vai 


Asp 




±111. 


vax 


3V TTT 

ax y 


Vrlll 


He 


Cys 


Ala 


Leu 


Gin 


Glu 




50 




















60 










Leu Gly 


Cys 


Asp 


116 


Val 


Arg 


Veil 


X ill 


v dx 


Ulll 


uiy 


Leu 


y 


Glu 


Val 


65 










70. 










75 










80 


His 


Ala 


Cys 


nit, 

biu 


HIS 


ne 


Lys 


Asp 


Arg 


Leu 


Tip 
11c 




ulll 


r\£sll 


Tip 
11c 


Ser 










Q C 




















-7 ~J 




lie 


Pro 


Leu 


Val 


Ala 


Asp 


lie 


HIS 


irne 


Jrne 


Pro 


bin 


Aia 


Aia 


lie 


nis 








1 U U 










1UD 










1 1 n 

11U 






Val 


Val 


Asp 


Cys 


Vax 


Asp 


Lys 


vai 


Arg 


lie 


Asn 


Pro 


biy 


Asn 


Tyr 


vai 






lib 










ion 

lzU 










1 £. O 








Asp 


Lys 


Arg 


Asn 


Met 


Phe 


Thr 


Gly 


Lys 


lie 


Tyr 


t>er 


Asp 


blU 


bill 


Tyr 




130 










IOC 

1J J 










i a o 

1 *d w 










Ala 


His 


Ser 


Leu 


Glu 


HIS 


Leu 




Asn 


Lys 


It IIS 


Ser 


Pro 


Leu 


vai 


pin 

olU 


145 










1 3 U 










X J -3 










16 0 


Lys 


Cys 


Lys 


Arg 


Leu 


biy 


Lys 


Ala 

Aia 


ficL 


Arg 


116 


oiy 


val 


rloll 


nio 


oiy 










1D3 










X / u 










175 




Ser 


Leu 


Ser 


Glu 


Arg 


val 


inr 


bin 


Arg 


Tyr 


biy 


Asn 


1111 


Tie, 
lie 




vjt x _y 








ion 
1 oU 










lo D 










1 Qfi 






Met 


Val 


Tyr 


Ser 


Ala 


Leu 


bill 


Tyr 


Til a 
Ala 


blU 


vai 


Cys 


Val 


rilct. 


Met- 
ric: L. 


nsp 






1 Q C 

iy b 










ZUU 










z U J 








Tyr 


His 


Asp 


Val 


He 


Pne 


Ser 


Met 


Lys 




Ser 


Asn 


Pro 


Lys 


val 


iyie u 




210 










Z 1 D 










1 o n 










Val 


Ala 


Ala 


Tyr 


Arg 


Ser 


Leu 


Aia 


Tyr 


bill 


Leu 


Asp 


bin 


Arg 


blU. 


Trp 


225 










Tin 










Z -J J 












Ser 


Tyr 


Pro 


Leu 


His 


Leu 


Gly 


vai 


inr 


blU 


Aia 


biy 




biy 


1 111 


nld. 










245 










OCA 










Z JJ 




Gly 


He 


Val 


Lys 


Ser 


Ala 


val 


Gly 


lie 


biy 


inr 


Leu 


Leu 


Ser 


Pin 
b 1 LI 


biy 


















265 










270 






Leu 


Gly 


Asp 


Thr 


He 


Arg 


Cys 


Ser 


Leu 


Thr 


Gly 


Ser 


Pro 


He 


Asn 


GlU 






275 










280 










285 








He 


Pro 


He 


Cys 


He 


Asp 


Leu 


Leu 


Lys 


Gin 


Thr 


Thr 


Glu 


Leu 


Ser 


GlU 




290 










295 










300 










Arg 


Trp 


Gly 


Glu 


Ala 


Asp 


Asn 


Pro 


Phe 


Ala 


He 


His 


Ser 


Ser 


Lys 


Gin 


305 










310 










315 










320 


Leu 


Gly 


Thr 


Arg 


Asn 


Thr 


Leu 


Asn 


Thr 


Pro 


Pro 


Trp 


Asp 


Asn 


Val 


Tyr 










325 










330 










335 




Gly 


Leu 


Leu 


He 


Asn 


Leu 


Thr 


Asp 


Val 


Gin 


Leu 


Leu 


Thr 


Ala 


Glu 


Pro 








340 










345 










350 






He 


Glu 


Leu 


Leu 


Gin 


Cys 


Leu 


Gly 


He 


Asp 


Thr 


Thr 


Thr 


Gly 


Lys 


He 






355 










360 










365 








Asp 


Pro 


Thr 


Thr 


Pro 


Glu 


Gly 


Val 


Val 


Val 


Pro 


Lys 


Ala 


Met 


Arg 


Ser 




370 










375 










380 










Ser 


Pro 


He 


Val 


Ser 


Glu 


He 


Glu 


Lys 


His 


Leu 


Leu 


Val 


Phe 


Asn 


Lys 


385 










390 










395 










400 


Glu 


Asp 


Ala 


Pro 


He 


Leu 


Asn 


Pro 


Met 


Asn 


Glu 


Glu 


Glu 


Trp 


Leu 


Ser 
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410 415 



405 ,vt. ^ Tvr Phe Glu Val Thr Asp He 

Glu Glu Thr Leu Ser Ala Pro Phe Val Tyr Phe ^ 

420 * , ^ Mn H ; s ser Thr Gin Pro 

His Thr Ala Arg Arg Phe Phe Ser Leu Arg Gin H» Ser 

435 „ u . c ton Ser Lvs Asn Glu Ala 

v.! cys L« s.r Ph. s.r w» Asp Pro Hi. Leu s.r 

Ils fx. Xsp - s.r XX. £ - o ly XI. - « - "P «* « 

SS « cy s vax « Si x. P - - « xx. .V - « - - 

485 , Z ti 0 Ara Ser Val Thr Val 

L eu Gly Phe Leu He Leu Gin Ser Ala Asn He Arg ^ 

500 „ rw evs Gly Arg Thr Leu Phe Asp Leu Leu 

Glu Tyr val ser Cys Pro Gly cys Gly a g ^ 

M . VaX III OX. *» XX. «, Su « - - -U « «• -» OX y 

« £ XX. XX. VaX « oU CVS XX. VaX Xsn OX, Pro OX, OX. « 

Si xs P xx. xsp - xvr v.x ox y s.r «. ox y «.t xx. xs P 

565 „ _ rc? Tl(3 Pro xie Glu Asn 

Le u Tyr Val Lys His Lys cys Val Lys Ser Cys He ^ 

580 t tvc r^u His Gly Val Trp Lys 

Ala Glu Glu Glu Leu Val Gin Leu Leu Lys Glu 605 



595 

Glu Pro Glu 
610 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 413: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

Sa) LONGUEUR: 171 acides amines 

(B) TYPE: acide amine 

(D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

, vil i, POSXTION DXHS I>E GENOME: ,403276 .. 4037S8, 

(xl) DESCRIPTION DE X* SEQUENCE: SE 0 ID », 4X3: 
»Ia « «. val « - XX. xr a V.X » P». « ~ W. His XX. 
« XX. ^ XX. Val s.r «p XX. xsp »r His P h . XX. W »r 

n. hu x- & * c y . « «. W s ox. « « xx. c ivr 

ty , xr 9 XSP o ly Xs„ V.X « - xs„ OX. XX. Val « X- V.X I..U 

Rla S. - ». i- « E» * - ^ ^ M ° ™ isn Asp S 

fx. Thr OX. ... ^ "l. s.r *r Xs„ L« s.r Xs. xr g S.r XX. His 
,„ cvs OXy o ly Ss S.r XT. His „ « xsp P.. xsp OX, VaX « 

1°° i rrw^ TT-r* Glu Gly Phe Ala Ser 

T* r Thr Asn Lys Lys He Ser Asp Ser Tyr Trp J 

115 iZU 
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Lys Arg lie Leu Tyr Thr Gly Cys 

130 135 
Gin Phe Leu Lys Leu Ala Gly Thr 
145 150 
Glu Gly Phe Gly Gly Leu Arg Lys 
165 



Cys His Asp Glu Val Ser Tyr Lys 
140 

Val Pro Ala Glu Ser Leu Ser Pro 
155 160 
Tyr Lys Leu 
170 



(2) INFORMATIONS POUR LA SEQ ID NO: 414: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 52 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME: 405165 405920 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 414: 



Met 


Glu 


Arg 


Ala 


Arg 


He 


Gly 


Ser 


Leu 


Met 


Thr 


Leu 


Pro 


Ser 


Glu 


Ala 


1 








5 










10 










15 




Leu 


Arg 


Lys 


Gin 


Thr 


Phe 


Pro 


Glu 


Leu 


Glu 


Tyr 


Leu 


Pro 


He 


Arg 


His 








20 










25 










30 






Gly 


He 


Phe 


Pro 


Lys 


Gin 


Asp 


Asp 


Lys 


Glu 


Glu 


Ala 


Ser 


Gin 


Val 


Ser 






35 










40 










45 








Asp 


Glu 


Val 


He 


Ser 


Ser 


Ser 


Leu 


Gly Gly 


Asn 


Asp 


Phe 


Cys 


Asn 


Ala 




50 










55 










60 










Arg 


Gin 


Val 


His 


Gly 


Thr 


Ser 


Val 


Arg 


Tyr 


Val 


Thr 


Pro 


Lys 


Thr 


Pro 


65 










70 










75 










80 


Lys 


Arg 


Ala 


Pro 


Ala 


Asp 


Gly 


Leu 


Phe 


Thr 


Thr 


Thr 


Pro 


Leu 


Leu 


Ser 










85 










90 










95 




Leu 


His 


He 


Tyr 


His 


Ala 


Asp 


Cys 


Gin 


Ala 


Ala 


He 


Phe 


Tyr 


Asp 


Pro 








100 










105 










110 






Glu 


Asn 


His 


Val 


He 


Ala 


Asn 


Val 


His 


Ala 


Gly 


Trp 


Arg 


Gly 


Leu 


Val 






115 










120 










125 








Gly Asn 


He 


Tyr 


Ala 


Val 


Thr 


Val 


Arg 


Leu 


Leu 


Lys 


Lys 


Thr 


Phe 


Asn 




130 










135 










140 










Thr 


Arg 


Pro 


Gin 


Asp 


Leu 


He 


Val 


Ala 


He 


Ser 


Pro 


Ser 


Leu 


Gly 


Pro 


145 








150 










155 










160 


Asp 


Met 


Ala 


Val 


Tyr 


Pro 


Asp 


Tyr 


Lys 


Arg 


Leu 


Phe 


Pro 


Ser 


Ser 


Phe 










165 










170 










175 




Phe 


Pro 


Leu 


Met 


Pro 


Lys 


Glu 


Asn 


His 


Leu 


Asp 


Phe 


Arg 


Ala 


Val 


Ala 








180 










185 










190 






Arg 


Lys 


Gin 


Leu 


Leu 


Ser 


Glu 


Gly 


Leu 


Ser 


Ser 


Asn 


His 


He 


Phe 


He 






195 










200 










205 








Ser 


Glu 


Arg 


Cys 


Thr 


Cys 


Ser 


Glu 


Ser 


Asn 


Thr 


Phe 


Phe 


Ser 


Phe 


Arg 




210 










215 










220 










Ser 


Trp 


Lys 


Ser 


Arg 


His 


Gin 


Gin 


Asp 


Pro 


Ser 


Ala 


He 


Arg 


Ser 


Arg 


225 








230 










235 










240 


Lys 


Asn 


Asn 


Val 


Thr 


Ala 


Val 


Leu 


Leu 


Leu 


Pro 


Arg 











245 250 



(2) INFORMATIONS POUR LA SEQ ID NO: 415: 
<i) CARACTERI STIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 3 65 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(Viii, POSITION DANS LE GENOME, co-plem.-t (405955 .. 407049 , 
(Xi) DESCRIPTION DE I* SEQUENCE : SEQ ID NO: 415: 

M et s.r n. oi» v,i «a u. ™> — »• Glu s " If 

v.l Thr II. ~ Ala L.u Leo XI. «. ~ <»» « ~ l G1 ° ° 1U 
Ash Glh Gly IS- L.U OIU II. OIU S« »P W. V.! AS„ Glh L.U II. 

35 , » w=t <-in Trr. Ser Val Ser Val Gly Asp 

Tyr Ala Pro Cys Ser Gly Arg Val olu Trp ser 

Thr Val Ala Val Gly Ser Val Val Gly He He Ser Olu Ala Glu ,ys 
£r Gin Asp T h r Ala Pro He His Glu Gin Met Pro Phe Ser Leu Val 

l S *i„ rln He He Ala Phe Pro Ser Ser Val Arg 
Glu Gin Glu Ser Asp Ala Gin He lie ai ^ 

Glh Asp Pro Pro AX. Glu OXy Lys Thr Ph. v.l Pro Leu Lys «- H- 

Glh Pro ser s.r Asp Hi. « g Olu « « «» s.r « s.r Ala 

IX. "r g Lys Thr IX. s.r Ar g M, « V.X Gin s.r L.u His « «r 

Ala «.t Leu Thr Thr pK A.h Olu XX, His Met Gly Pro L.u IX. Ala 

L .u «, lv» «« iS .» «- »p ~ - 1 - ^ ss val Lys 

« Gly Ph. « S.r Ph. Ph. V.l « S AX. V.l V.l Asp s.r l.u Ly s 

195 „ i Ala Tvr He Glu Asp Asn Glu He Val Tyr 

Lys Tyr Pro Arg Val Asn Ala Tyr lie 2 20 

M "is Tyr Tyr Asp IX. ~ «• »» |g ™ « ° W 5S 

Val VaX Pro val IX. « As„ cys «P Glh L.u s.r ser OXy Glu IX. 
G1 u Leu Gl„ Leu III A»P L.u ,1. s.r Ar g AX. *B GXu Gly Ly. L.u 
U. His Glu Leu GXU GXy GXy GXy Phe Thr XX. Thr Ash GXy GXy 
vaX Tyr III s.r L.u L.u S.r Thr Pro IXe II. ». Pro Pro Gl„ Val 
GXy IX. Leu GXy Net His Lys IXe Glu Lys « Pro val Val Ar a Glu 
a" p Ala IX. VaX IX. Ill Asp Net H.t Tyr V,X Ala H.t s.r Tyr Asp 
His Ar g lie lie Asp GXy Lys GXu Ala VaX GXy Ph. L.u V.X Ash V.X 

Ly. Glu GXn Leu Glu Gl„ Pro Glu L.u Leu L.u Lys Met 

355 " 3bU 
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(2) INFORMATIONS POUR LA SEQ ID NO : 416: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 9 06 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (407056 409773 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 416: 



lie 


Arg 


Leu 


Met 


Asp 


Ser 


Asp 


Phe 


Ala 


Arg 


His 


Val 


His 


Ser 


Ser 


Asp 


1 








5 










10 














lie 


Asp 


Trp 


He 


Glu 


Ser 


Leu 


Phe 


Glu 


Arg 


Phe 


Glu 


Lys 


, 

His 


Glu 


Pro 








20 










25 










3 U 






Met 


Asp 


Ser 


Ser 


Trp 


Lys 


Tyr 


Phe 


Phe 


Glu 


Gly 


Tyr 


Gin 


Val 


Gly 


Lys 






35 










40 










45 








Thr 


Glu 


Gly 


Ser 


Pro 


Thr 


Glu 


Ser 


Ser 


His 


Asp 


Gin 


Phe 


Phe 


Thr 


Ser 




50 










55 










60 










Leu 


Gin 


Glu 


Lys 


Lys 


Ala 


His 


Ser 


Leu 


Leu 


Met 


He 


Tyr 


Arg 


Tyr 


Tyr 


65 










70 










75 










o n 
o U 


Gly 


Tyr 


Leu 


Gin 


Gly Gin 


Val 


Ser 


Pro 


He 


Ser 


Ser 


Ser 


Glu 


Glu 


Ser 








85 










90 










95 




Ser - 


Leu 


Val 


Thr 


Glu 


Lys 


Val 


Arg 


Asn 


Phe 


Asp 


Pro 


Gin 


Glu 


Glu 


He 








100 










105 










110 






Pro 


Ser 


Leu 


Gly 


Leu 


Leu 


Pro 


Gin 


Ser 


Tyr 


Val 


Arg 


He 


Ala 


Asp 


Phe 






115 










120 










125 








lie 


Gin 


Val 


Leu 


Lys 


Glu 


Lys 


Tyr 


Cys 


Arg 


Ser 


He 


Ser 


Val 


Glu 


Thr 




130 










135 










140 










Leu 


Asn 


Cys 


Ser 


Pro 


Glu 


He 


Gin 


Glu 


Tyr 


Val 


Trp 


Lys 


Leu 


Met 


Glu 


145 










150 










155 










160 


Gly 


Glu 


Lys 


Pro 


Ser 


Leu 


Thr 


Lys 


Glu 


Val 


Leu 


Leu 


Ala 


Arg 


Tyr 


Arg 








165 










170 










175 




Asp 


Val 


Lys 


Arg 


Ala 


Val 


Ala 


Phe 


Glu 


Glu 


Phe 


Leu 


Gin 


Val 


Lys 


Phe 








180 










185 










190 






Thr 


Gly 


Lys 


Lys 


Arg 


Phe 


Ser 


Leu 


Glu 


Gly Gly 


Glu 


Ser 


Leu 


Val 


Pro 






195 










200 










205 








Met 


Leu 


Glu 


His 


Leu 


He 


Ala 


Cys 


Gly Val 


Lys 


Gin 


Gly 


He 


Asn 


Arg 




210 










215 










220 










Tyr 


Val 


Met 


Gly Met 


Pro 


His 


Arg 


Gly Arg 


Leu 


Asn 


Val 


Leu 


Ala 


Asn 


225 










230 










235 










240 


He 


Phe 


Gly 


Lys 


Pro 


Tyr 


Arg 


Gin 


He 


Phe 


Met 


Glu 


Phe 


Glu 


Asp 


Ala 










245 










250 










255 




Pro 


Gin 


He 


Arg 


Gly 


Leu 


Glu 


Thr 


Val 


Gly Asp Val 


Lys 


Tyr 


His 


Lys 








260 










265 










270 






Gly 


Tyr 


Val 


Ala 


Asn 


Arg 


Pro 


Glu 


Gin 


Asn 


Val 


Met 


Met 


Ala 


Leu 


Leu 






275 










280 










285 








Pro 


Asn 


Pro 


Ser 


His 


Leu 


Glu 


Ser 


Val 


Asp 


Pro 


Val 


Val 


Glu 


Gly 


Ala 




290 










295 










300 










Val 


Ala 


Ala 


He 


Gin 


His 


Gin 


Gly 


Glu Ala Gly 


Lys 


Glu 


Gin 


Ala 


Cys 


305 










310 










315 










320 


Leu 


Ala 


Val 


Leu 


Met 


His 


Gly 


Asp 


Ala 


Ala 


Leu 


Ala 


Gly 


Gin 


Gly Val 










325 










330 










335 




Val 


Tyr 


Glu 


Thr 


Phe 


Gin 


Leu 


Ser 


Gly 


He 


Pro 


Gly 


Tyr 


Ser 


Thr 


Glu 








340 










345 










350 






Gly 


Thr 


Val 


His 


He 


Val 


Val 


Asn 


Asn 


Gin 


He 


Gly 


Phe 


Thr 


Ala 


Gin 
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360 365 



355 «, mu r Tvr Cys Thr Asp He Ala Lys Met 

Pro Arg Glu Ser Arg Ser Thr Pro Tyr Cys ^ 

370 t ac -n riv Glu Asp Val Leu Ala Cys 

Met Gly He Pro Val Phe Arg Val Asn Gly Glu A p ^ 

III Gin Val Met Glu Z Ala XL His Xle Arg Glu Arg Phe His cys 
ASP val Xle Xle As P Leu Cys Cys Tyr Arg Lys Tyr Gly His Asn Glu 

t 2 ° val Thr Ala Pro Phe Leu Tyr Glu Glu He Lys 

Ser Asp Asp Pro Ser Val Thr Aia ^ 

ws Ly , Zl ™» 81y .« « s « Glu L8U Leu His His 

Pro Trp »» II. ser ser »» Glu Leu Glu « II. «P * Glu 

465 * 70 „. tvj. Ala ser Leu Lys Asp Pro Gly 

He Ala His Val Leu Asn Gin Glu Tyr Ala ^ 

v.! Glu « 9 » S «» cys M.t His cys T*r «. Met »I. *la Gly 
Glu Leu Leu v" »p » v.! «J - ~ - « 5S ° 1U " U 
Ph . *sp S ser Ma Ly. «» cys « IX. «. «- Hi. P h . Ser Pro 

His Si ,y «i. « ~ - Ly ' S S " " a ™ 

lly Glu II. Gly «r 2p Trp Oly « ». Glu v.! ,1. *. 
se r Leu Leu Gin I" Oly P- ■« « « - S " " y IS *** S " 
,1. « Gly Sr Ph. Gin » am « Val Trp Thr »P -1 Gin 
^ Gly ~ - « P,o Leu Tyr His Leu ser Pro ~ Gin «Y 

610 ~ x>™ tpu Ser Glu Tyr Ala Val Leu Gly 

Ser Val Glu Leu Tyr Asn Ser Pro Leu Ser giu y ^ Q 

HI Glu Tyr Gly Tyr i" C- «- -a ™ ^ - HI ™ 

giu Ma cm p,. cty «p Ph« ~ « cm n. i» «- MP 

G i„ Tyr n. ser ser «y i» - - T - « «« %l ~ "* V>1 

675 o „l* Glv Tvr Glu Gly Gin Gly Pro Glu His ser 

va.1 val Leu Leu Pro His Gly Tyr i>iu y 

ser Si « He Glu »r 3 Sr Leu Gin ,.u .1, ser «p Trp » ». 
v,l v,l Leu Pro ser »r Pro v.l Gin Tyr Pn. «. II. -u 

Glu Hi. Thr Ly. HI »P « - « *» - »' II " ^! "° 

W s M .t Leu Ten « His Pro Gin cys val ser Ser lie ,1a Glu P*e 
Gly H .t III Gly Gly * Ly. Pro Phe Leu Glu ,sp Glu *sn Pro « 
,y r S. ,la Lys V,l Leu val Leu cys Ser Gly Lys II. Tyr Tyr Asp 

Zl «. - ™ - - p " u fiS ^ " s P1, ° " a 21 " e 

Mg val Glu ser Leu Tyr Pro Leu Tyr Leu Giu *.p Leu Leu val Leu 

820 82b 
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He 


Ser 


Lys 


Tyr 


Thr 


Glu 


Val 


His 


His 


Tyr 


Val 


Trp 


Leu 


Gin 


Glu 


Glu 






835 










840 










845 








Pro 


Gin 


Asn 


Met 


Gly 


Ala 


Phe 


Ser 


Tyr 


Phe 


Ala 


Leu 


Ala 


Thr 


Asp 


Glu 




850 










855 










860 










He 


Phe 


Pro 


Ser 


Lys 


Leu 


Gin 


Cys 


Val 


Cys 


Arg 


Pro 


Arg 


Ser 


Ser 


Ser 


865 










870 










875 










880 


Thr 


Ala 


Thr 


Gly 


Ser 


Ala 


Ser 


Leu 


Ser 


Gin 


Lys 


Glu 


Leu 


Ser 


Met 


Leu 










885 










890 










895 




Met 


Glu 


Thr 


Leu 


Phe 


Ser 


He 


Gly 


Arg 


Glu 















900 905 



(2) INFORMATIONS POUR LA SEQ ID NO: 417: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 95 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 41053 2 41141 6 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 417: 



Met 


Asn 


Gly 


Lys 


Thr 


Pro 


Leu 


Ala 


Leu 


Tyr 


He 


His 


He 


Pro 


Phe 


Cys 


1 








5 










10 










15 




Ser 


Lys 


Lys 


Cys 


His 


Tyr 


Cys 


Ser 


Phe 


Tyr 


Thr 


He 


Pro 


Tyr 


Lys 


Glu 








20 










25 










30 






Glu 


Leu 


Met 


Arg 


Ser 


Tyr 


Cys 


Glu 


Ala 


Val 


He 


Lys 


Glu 


Gly 


Leu 


Lys 






35 










40 










45 








Lys 


Leu 


Ala 


Pro 


Leu 


Arg 


Cys 


Ser 


His 


Tyr 


He 


Asp 


Thr 


Val 


Phe 


Phe 




50 










55 










60 










Gly 


Gly 


Gly 


Thr 


Pro 


Ser 


Leu 


Val 


Pro 


Pro 


Ala 


Leu 


He 


Gin 


Asp 


He 


65 










70 










75 










80 


Leu 


Val 


Ala 


Leu 


Glu 


Ala 


Gin 


His 


Ala 


Thr 


Glu 


He 


Thr 


Leu 


Glu 


Ala 










85 










90 










95 




Asn 


Pro 


Glu 


Asn 


Leu 


Ser 


Leu 


Glu 


Tyr 


He 


Gin 


Ala 


Leu 


Ala 


Leu 


Thr 








100 










105 










110 






Ser 


He 


Asn 


Arg 


He 


Ser 


He 


Gly 


Val 


Gin 


Thr 


Phe 


Asn 


Asp 


Pro 


Leu 






115 










120 










125 








Leu 


Lys 


Leu 


Leu 


Gly 


Arg 


Thr 


His 


Ser 


Ser 


Ser 


Lys 


Ala 


He 


Glu 


Ala 




130 










135 










140 










Phe 


Met 


Leu 


Cys 


Ser 


Gin 


Tyr 


Gly 


Phe 


Ser 


Asn 


Val 


Ser 


Ala 


Asp 


Leu 


145 










150 










155 










160 


He 


Tyr 


Gly 


Leu 


Pro 


Thr 


Gin 


Ser 


He 


Ser 


Asp 


Phe 


He 


Val 


Asp 


Leu 










165 










170 










175 




Arg 


Gin 


Ala 


He 


Ser 


Leu 


Pro 


He 


Gin 


His 


He 


Ser 


He 


Tyr 


Asn 


Leu 








180 










185 










190 






Thr 


He 


Asp 


Pro 


His 


Thr 


Ser 


Phe 


Tyr 


Lys 


His 


Arg 


Lys 


Arg 


He 


Leu 






195 










200 










205 








Pro 


Ser 


He 


Ala 


Asp 


Asp 


Asp 


Ser 


Leu 


Ala 


Glu 


Met 


Ala 


Leu 


Ala 


Ala 




210 










215 










220 










Glu 


Glu 


Leu 


Leu 


Glu 


Asn 


Gin 


Gly 


Phe 


Thr 


Arg 


Tyr 


Glu 


Leu 


Ala 


Ser 


225 










230 










235 










240 


Tyr 


Ala 


Lys 


Asn 


Gin 


Ala 


Ala 


Ser 


Lys 


His 


Asn 


Thr 


Tyr 


Tyr 


Trp 


Thr 










245 










250 










255 




Ala 


Lys 


Pro 


Phe 


Leu 


Gly 


Leu 


Gly 


Val 


Ser 


Ala 


Ser 


Gin 


Tyr 


Leu 


His 
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265 270 



260 III Ile Ser His Tyr Leu Arg Leu 

Gly He Arg Ser Lys Asn Leu Ser Arg Ha ^ 



275 280 
Arg lie Asn He Tyr Arg Leu 
290 



(2) INFORMATIONS POUR LA SEQ ID NO: 418: 

(i) CARACTERXSTIQUESDE LA SEQUENCE: 

(A) LONGUEUR: 568 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vlll) POSITION DANS LE GENOME: 4X1707 . .413410 
(xi) DESCRIPTION DE LA SEQUENCE : SEO ID NO, 418, 

« n. cm Ly. « » - Ly. «» » «. » - Lys » 

La ser «r Lys J" - « » F " ~ M3 ST ~ 
20 i? m Lvs L eu ser Phe Asn Asn 

Ila Gly s.r Gin Gin Leu s.r s.r Pn. Thr Ly 

olu Ala Lys - ~ -I - - - Thr « « - « - 

Vil i° to « G in w - - - « - r s " Lys Asn Asp 

Asn P,o AS, Tyr - - «• - ™ ~ ~ ~ "* 5T 

100 t , „„ Lys Asp Pro Arg Glu 

s.r Ala Thr L.n Pro Gin Glu s.r s.r Lys ^ 
olu Gin Gly - - - Lys inr Ala Gin Lys Gin Gin Gin Ala U 
w , Gin Tyr Asn Thr Ly. L.n Ala Gin Tyr Gin Lys Lys II. Asp Asp 

£ A.„ Al, Ala Trp Gin Ala - ~ - - ~ ~ T? 5 ^ 

165 r TiB Leu Asn Asn Asn Lys Leu Ser 

^ val Lys Gly He Val Asp Lys lie Leu ^ 

180 n _ lu Lvs Lys Ile Ala Leu Ala 

Thr Ala Leu Asn Ser Ala Thr Glu Val Glu Lys y ^ 

G l„ Lys Ala L.n Gly He Gin III Thr ~ » « « ~ « * 
ASP t val Pro Gin »r Pro - - £ « * « ~ So 
i Lys Gin s.r Pro Pro L.n ser Tyr Asp ASP L.n Pro s.r £ « 

245 r ,_ Asn Lys Leu Thr Gly 

Lys Asn Ala Gin Phe Val Val Thr Gin Ser Gin ^ 

260 * la G in Ala Asn He Lys Thr Pro Asp 

Asp Leu Lys Met Thr Asn Ala Gin lie A ^ 

275 „ Ana A ?a Asn Val Thr Tyr Leu Glu Ser Lys 

Thr Gly Asp ser Asn Tyr Ala Ala Asn V ^ 



290 
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Leu 


Lys 


Gin 


Pro 


Lys 


Arg 


Ala 


Phe 


Leu 


Ser 


Asn 


Thr 


Leu 


Pro 


Thr 


Thr 


305 








310 










315 










320 


Thr 


Ser 


Ser 


Pro 


Thr 


He 


Ser 


Phe 


Asn 


Gly Tyr 


He 


Pro 


Trp 


Leu 


Ser 










325 










330 










335 




Thr 


Thr 


Asn 


Gly 
340 


Ser 


Ser 


Ser 


Pro 


Thr 
345 


Glu 


Pro 


Asp 


Phe 


Lys 
350 


Ser 


Glu 


Leu 


Ala 


Asp 
355 


Lys 


Cys 


Phe 


Thr 


Ala 
360 


Glu 


Gin 


Glu 


Asn 


Leu 
365 


Lys 


Val 


Lys 


Thr 


Ala 
370 


Gly 


Leu 


Leu 


Val 


Leu 
375 


Ser 


Val 


Arg 


Gly 


Thr 
380 


Trp 


Ser 


Pro 


Thr 


Thr 


Ala 


Thr 


He 


Ala 


Asp 


Gly 


Ser 


Thr 


Gin 


Thr 


Pro 


Lys 


Thr 


He 


Ser 


385 










390 










395 










400 


Val 


Asn 


Leu 


Thr 


Val 
405 


Thr 


Pro 


Asp 


Asn 


Ser 
410 


Ser 


Gly 


Thr 


Asn 


Thr 
415 


Pro 


Ser 


Ser 


Gly 


Ser 


Asp 


Ser 


Ser 


Gly 


Asp 


Ala 


Ser 


Ala 


Thr 


Thr 


Leu 


Thr 






420 










425 










430 






lie 


Pro 


Leu 
435 


Thr 


Leu 


Tyr 


Ser 


Arg 
440 


Glu 


Ser 


Val 


Gin 


Leu 
445 


Gin 


Leu 


Pro 


He 


Lys 
450 


Thr 


Ala 


Ser 


Asp 


He 
455 


Lys 


Met 


Asp 


Thr 


Ser 
460 


Ser 


Gin 


Thr 


Ser 


Asn 


Gly 


Gly 


Ser 


Gly 


Ser 


Val 


Ser 


Ser 


Ser 


Ala 


Thr 


Glu 


Thr 


Leu 


Thr 


465 






470 










475 










480 


He 


Pro 


Leu 


Thr 


Leu 
485 


Tyr 


Ser 


Gly 


Glu 


Ser 
490 


Val 


Gin 


Leu 


Gin 


Leu 
495 


Pro 


He 


Thr 


Thr 


Thr 
500 


Ser 


Ser 


Val 


Lys 


Met 
505 


Ala 


Thr 


Thr 


Thr 


Ser 
510 


Gin 


Thr 


Ser 


Asn 


Gly 
515 


Gly 


Gly 


Asp 


Thr 


Ser 
520 


Ser 


Gin 


He 


Thr 


Leu 
525 


Ser 


Ser 


Trp 


Ser 


Trp 
530 


Glu 


Ala 


Ala 


Leu 


Tyr 
535 


Pro 


Thr 


Asp 


Val 


Thr 
540 


Val 


Thr 


Asn 


Lys 


Thr 


Thr 


Pro 


Pro 


Thr 


Thr 


Lys 


Thr 


Pro 


Ser 


Ser 


Pro 


Ser 


Pro 


Asn 


Ser 


545 










550 










555 










560 


Lys 


Met 


He 


Lys 


Asn 
565 


Lys 


He 


Val 



















(2) INFORMATIONS POUR LA SEQ ID NO: 419: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 27 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 412606 413433 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 419: 

He Phe Asn Phe Val Asn Leu Tyr Thr He Leu Phe Leu He He Phe 

15 10 15 

Glu Leu Gly Asp Gly Asp Glu Gly Val Phe Val Val Gly Gly Val Val 

20 25 30 

Leu Leu Val Thr Val Thr Ser Val Gly Tyr Arg Ala Ala Ser Gin Asp 

35 40 45 

Gin Asp Asp Ser Val He Cys Asp Glu Val Ser Pro Pro Pro Leu Glu 

50 55 60 

Val Trp Glu Val Val Val Ala He Phe Thr Leu Asp Val Val Val He 
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75 



Sy ser cys ser c yS Thr MP ser Pro Glu Tyr ser val Arg a* xx. 
l Ser Val Ser Val Ala Glu A s P ASP - OXU P~ Leu Pro P» ~ 
10° , , ne Phe Met Ser Asp Ala Val Leu He 

^ Tro Glu Glu Val Ser He Phe w 

Glu Val Trp Qly n- 

Plv Ser cys Ser cys Thr Asp Ser Leu Glu Ty 

F° Val Val Ala Glu S Ser Pro Glu Glu Ser Asp Pro Leu Leu 

- I Va Pro Leu Glu Leu Ser Gly S - Val Ar g P*e Thr 
Gly Val Leu Val Pro 170 ^ ^ ^ ^ 

AS n Met Val Leu Gly Val Cys Val Leu Pr ig0 

180 t eu Thr £ Lys Thr Ser Arg Pro Ala Val 

Val Gly Leu His Val Pro Leu Thr Asp 

Phe T*r SI Arg Phe Ser Cys Ser Ala Val Lys His Leu Ser A 

ser £ ~ Lys Ser Gly Ser Val Gly Glu Glu Asp Pro Phe Val ^ 

S ser Gly Met £ ~ - - S ^ ^ ^ I 2 " 

245 , Leu Leu Gly Cys Leu Ser 

Val Val Gly Arg Val Leu Glu Arg Lys Ala 

<-» a n 



260 

Leu Asp Ser Arg 
275 



(2) INFORMATIONS POUR LA SEQ ID NO: 420: 

(i > CARACTERI STIQUES DE LA SEQUENCE : 

A) LONGUEUR: 183 acides amines 

IB) TYPE: acide amine 

\l) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vill) POSXTXOH D*KS ™ GENOME : 

Ile «« XL TVT «. »1 W "P «» ^ » ° l » * 

Aer^ Qpr IIS G1U J-Jf if) 

t P 5 e ^ " Phe T rp Asn Pro Asn Lys 

i_ « xx. y « - - - f ~ - J Qiy xj. gw s „ 

- ^ 5T - V " " U I w ». « S. s« .x. » 

Thr Pro Gly He Val Lys His Asn Gin Pro 

T E. « «• ~ - - ~ ™ ph * ?s ~ ™ hys G " 

c z z ~ « - « - - y - - ~ * r is- r 

Tyr Thr uy go Thr Asp 

Gly rar M« »r «y «P «. « »f 5 "» ° ly xxo 

100 pin Gin Asp Pro Asp Asp Gly s>er 

Ile Val Met Tyr Lys Gin Asn Gly Gin 12 5 
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Ala Val Thr lie Gly Tyr Leu Asn 

130 135 
Asn Asp Lys lie Thr Arg Val Ser 
145 150 
Lys Tyr Pro Arg Tyr Thr Asn Phe 
165 

Leu Ser Leu Thr Gin lie Phe 
180 



Glu Lys Ala Asp Glu lie Lys Ser 
140 

Gin Ala Tyr Arg lie Leu Thr His 
155 160 
Ser Val Leu Leu Lys lie Leu Thr 
170 175 



(2) INFORMATIONS POUR LA SEQ ID NO: 421: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 424 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 413 841 415112 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 421: 



Gin 


Asn 


Tyr 


Thr 


Gly 


Val 


Ala 


Gly 


Leu 


Ser 


Asp 


He 


Asn 


Ser 


Gin 


He 


1 








5 










10 










15 




Ser 


Thr 


Leu 


His 


Gin 


Leu 


Leu 


Gly 


lie 


Ala 


Glu 


Asp 


Pro 


Asp 


Thr 


Val 








20 










25 










30 






Thr 


Asn 


Pro 


Asp 


Leu 


Leu 


Lys 


Thr 


Ser 


Gly 


Gly 


Thr 


Val 


Tyr 


Glu 


Asn 






35 










40 










45 








He 


Asp 


Met 


Asn 


Ser 


Asn 


Thr 


Val 


Ser 


Asp 


Leu 


Gly 


Thr 


Pro 


Thr 


Asn 




50 










55 










60 










Lys 


Asp 


Thr 


Lys 


Ser 


Ala 


He 


Asn 


Val 


GlU 


Phe 


Val 


Gin 


Ala 


Lys 


He 


65 










70 










75 










80 


Thr 


Ser 


Pro 


Gin 


Met 


Ala 


Phe 


Leu 


Lys 


Asn 


Asn 


Asp 


Thr 


Asn 


Leu 


Ser 










85 










90 










95 




Asn 


He 


Thr 


Val 


Ser 


Glu 


Tyr 


Phe 


Asn 


Trp 


Leu 


Gin 


Ala 


Pro 


Thr 


Pro 








100 










105 










110 






Asn 


Pro 


Ala 


Pro 


Thr 


Thr 


Pro 


Asp 


Asn 


Ser 


Asn 


Thr 


Pro 


Asn 


Asn 


Pro 






115 










120 










125 








Pro 


Ser 


Ser 


Ser 


Asn 


Gly 


Ala 


Ser 


Ser 


Phe 


He 


Arg 


Glu 


Leu 


Ala 


Ala 




130 










135 










140 










Thr 


Thr 


Thr 


Gly 


Ser 


Thr 


Asp 


Thr 


Glu 


He 


Thr 


Pro 


Ala 


Ala 


Glu 


Gly 


145 










150 










155 










160 


Thr 


Asp 


Leu 


Pro 


Asn 


Thr 


Thr 


Phe 


Ser 


Glu 


Lys 


Ser 


Pro 


Leu 


Trp 


Glu 








165 










170 










175 




Glu 


Phe 


Phe 


Ser 


Tyr 


Pro 


Asp 


Ser 


Ser 


Arg 


Ser 


Glu 


Met 


Val 


He 


Gin 








180 










185 










190 






Lys 


Thr 


Gly 


He 


Leu 


Thr 


Phe 


Ser 


Met 


Gin 


Gly 


Thr 


Trp 


Asn 


His 


Pro 






195 










200 










205 








Asn 


Asn 


Thr 


Thr 


Pro 


Thr 


Ser 


Thr 


Asp 


Pro 


He 


Ser 


Leu 


Glu 


Leu 


Thr 




210 










215 










220 










Val 


Thr 


Pro 


Pro 


Lys 


Thr 


Asp 


Thr 


Thr 


Pro 


Lys 


Ser 


Pro 


Ser 


Ser 


Ser 


225 










230 










235 










240 


Pro 


Lys 


Lys 


Thr 


Thr 


Ser 


Glu 


Ala 


Thr 


Ser 


Ser 


Pro 


Ala 


Thr 


Asn 


Gly 






245 










250 










255 




Pro 


Thr 


Thr 


Ala 


Ser 


He 


Thr 


Lys 


Thr 


Phe 


Ser 


Arg 


Lys 


Tyr 


Asn 


Leu 








260 










265 










270 






Ser 


Ala 


Thr 


Pro 


Ser 


Pro 


Thr 


Pro 


Thr 


Thr 


Pro 


Thr 


Thr 


Pro 


Asp 


Pro 
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285 



275 , „ "° set oly GX«> Mr Cys TM L« 

XX. Tbr Lys W. — •« « »U Mn 

XX. £ v.1 ~ " ^ 5S Y x »° 

" ol M » « « «y •» s « r s « Gly s " GW ° 1Y 

pro Asn Asn Asn Ser ber jr 33Q 

325 o ^ p , Thr Asn Asn Ala Pro Aia 

s « oln jg s« » n. «- | « » ^ g. ^ Mp Glu 

, c „ , pr ciy ser Thr Thr Lys Asn * 

Asp Ser Giy 375 Ser Phe 

370 , hl Thr Thr ser Thr Gly He Thr ueu 

qpr Thr Pro Pro Glu Thr inr 

S Trp « - - » - - - flO ~ ^ ^ R " «' 

* 405 

Thr p r o ser Thr Pro Ser Gin Pro 

420 

(2) INFORMATIONS POUR LA SEQ ID NO: 422: 
m CARACTERISTIQUES DE LA SEQUENCE: 
J XuEUR: 134 acides amxnes 
\-a\ TYPE: acide amine 

Configuration: lineaire 

(iii) HYPOTHETIQUE: oui 

, xll B ,s„ o E x* « n, 

c Pr ser His Lys Gly Asp Phe ser Glu Asn va 
Glu Lys Asn ser Ser hi 1Q 

ser Val Pro Ser Ala Ala Gly Val He Ser Val- Ser 
Gly Arg Ser Val 

Pro Val Val Val Ala Ala Ser er Leu 

ote Glu A 5 s P Giy Giy Leu Phe Gly Val Leu Leu y ~ 

5 ? G1V Phe Giy Val Giy Ala cys Ser Gin Leu Lys Tyr ^ 
« Teu Glu Lr, Phe Val Ser Leu 2. - « - - XX. 

^ T I Z l ,e Ala cys Thr Asn Ser Thr Leu xg - Leu 

« v.1 - - - » l °* S P " 9 " 5 

tic: 



115 

Phe He Ser lie PHe Ser 
130 



(2) INFORMATIONS POUR LA SEQ ID NO: 423: 
(1) CARACTERISTIQUES DE LA SEQUENCE: 
( (A ; LONGUEUR : 496 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement (415177 416664 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 423: 

Leu lie Lys Arg Gin Asn Met Asn Lys Lys lie lie Lys Glu Arg Val 

15 10 15 

Ser Ser Ser Val Pro Ser Thr Pro Ser Asp Gin Pro Ala Asp Pro Thr 

20 25 30 

Asn Pro Val Thr Lys Met Leu Phe Glu Cys Lys Leu Ser Gin Asn Gin 

35 40 45 

Gly Asp Ala Ser Ala Asp Val Asp Ala Met Val Thr Thr Ala His Val 

50 55 60 

Lys Leu Asp Ala Lys Asn Gin Gin Val Arg Lys Val Ala Lys Arg Glu 
65 70 75 80 

Glu Asp Gin Asn Val He Val Leu Ser Gin Leu Glu Gly Tyr Leu Gin 

85 90 95 

Lys Gly Ser Arg Ser He Ala Gly Leu Phe Leu Pro Thr Ser Gly Gly 

100 105 HO 

Ala Met Val Gly Asp He Asn Met Gly Thr Ser Pro Gly Asn Thr He 

115 120 125 

Lys Gly Leu Pro Ser Ser Trp Gly Ser Ala Met Phe Leu Gly Asn Glu 

130 135 140 

Tyr Ala Ala Ser Val Gly He Val Gin Asp Val Val Gly Glu Tyr Arg 
145 150 155 160 

Ala Arg Leu Asp Asp Leu He Asp Arg He Thr Lys Tyr Ala Gly Ser 

165 170 175 

Gly Glu Gly Ser Leu Glu Gin Leu He Lys Asp Leu Gly Ser Pro Gin 

180 185 190 

Glu Ser Gin Ala Gly Gin Thr Pro Ser Val Thr Leu Glu Lys Pro Thr 

195 200 205 

Asp Ala Lys Trp Leu Leu Leu Ser Ala Lys Asn Ala Met Thr Gly Thr 

210 215 220 

Leu Arg Phe Glu Lys Lys Gin Gly Ala Leu Pro Thr Thr Pro Asp Pro 
225 230 235 240 

Thr lie Thr Asn Leu Lys Ala Gly Gly Leu Gly Thr He Gly Thr Ala 

245 250 255 

Thr Pro Lys Asp Lys Leu Gin Asn He Val Ser Val Ala Asp Leu Thr 

260 265 270 

Thr He Leu Lys Asp Leu Gin Asn Asn Ala Pro Ser Glu Gly Thr Gly 

275 280 285 

Ser His Thr Gly Ser Asp Val Gly Ser Arg Ser Gly Ser Gly Thr Asp 

290 295 300 . 

Ser Val Ser Gly Gly Val Ala Gly Ala Ser Val Ser Thr Thr Thr Ala 
305 310 315 320 

Ser Thr Phe Pro Glu Trp Thr Gly Gin Glu Val Pro Tyr Leu Val Glu 

325 330 335 

Gin Ser Pro Asp Ser Gly Ser Gly Ser Leu Ser Val Gin Asn Pro Leu 

340 345 350 

Lys Ser Ser Asn Ala Asp Asn Tyr He Lys Lys Asp Asn Gly Thr Tyr 

355 360 365 

Ser Leu Leu Arg Arg Gly Leu Tyr Leu He Thr Phe Ala Tyr Glu Phe 

370 375 380 

Gly Ser Pro He Gin Asn Gly Ala Val Thr Cys Thr Gly Thr Leu Arg 
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390 j " 



III Ly» s.r « « ™° « ai, «y «y » vi "° 

Thr s.r Gly Asp Al. Thr Ala Pro Thr Asp «. Glu «. J- » Al. 

Ph « s.r vai «y s« ~ «J - ™ val JS G1Y S " 

^ n. Leu v,i Pro Gly Asp Lys Al, - ~ & " iS ~ 

450 45 ^ , Val Ser p r o Thr Ser Ala 

Leu Ala Leu Thr Pro Gly Lys Asn Thr Glu Val Ser p ^ 

465 i 7 ° v »i Ala He Ser Tyr Met Gly Ala Gly Tyr 

Thr Ala Ser Lys Ser Tyr Val Ala He ser y ^ 

485 4SU 



(2) INFORMATIONS POUR LA SEQ ID NO: 424: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 237 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vill) POSITION DAMS LE GENOME : oO«,le».nt .416740 .. 4X7450, 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO, 424: 
M .t Al, L.u Tyr L.u L.u Pro Asn Thr L.u Gly «r Lys Arg s.r <H» 
Lp «. Pro s.r S.r Val cly Glu .1. -1 Arg Asn Lys lie Gin Gly 
L . u II. val Glu S.r Asp Arg Gly oly Ar, L.u Ph. Leu S.r L.u Trp 
Lys V.l Glu Glu Pro His Arg Ph. Pro L.u Al, val H.t s.r Lys Asn 
„ Thr s.r V,l Lys Ala cys Asp Ph. Tyr L.u Glu Pro II. L.u Lys 
S. Gin Glu s.r Trp Gly val II. s.r Asp Ala Gly L.u Pro cys II. 
,1. Asp Pro «y Al. Lys L.u val Arg Arg A!. Arg Thr L.u G!y II. 
Pro va! His III val S.r cly Pro Cys S.r II. Thr Gin Al, L.u M.t 
L .u s.r "ly Leu Pro oly Gin Asn Ph. Thr Ph. His Gly Tyr L.u Pro 
Gin Asn Pro Lys Glu Arg ser Arg Tyr Leu Arg s.r cvs s.r Gly wj 
s.r His Thr Gin lie cys II. Glu Thr «. Tyr Arg Asn Pro Tyr T„r 
Ph. asp Al, Leu Leu Asp Gin L.u Jr. Asp His Gly Glu Leu cys V,! 
A l, II. Asp Leu M.t Gly Asp Gin G!U Tyr Va! s.r Thr Arg S.r II. 

195 > r „ s.r S.r asp II. Glu Glu Val Arg Glu Arg L.u 

Ala Val Trp Asn Gin Ser Ser Asp xx« ^ 

Lys lys Val Pro Ala lie IL Leu Phe He Thr Ser Phe 



225 230 
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(2) INFORMATIONS POUR LA SEQ ID NO: 425: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 111 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lindaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement (417721 .. 418053 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 425: 



Leu 


Lys 


Val 


Leu 


He 


Lys 


Arg 


Ser 


Lys 


Glu 


Leu 


Gin 


Leu 


Ser 


Cys 


Ser 


1 






5 










10 










15 




Leu 


Gly 


Val 


Ala 


Lys 


He 


Phe 


Val 


Ser 


Lys 


Phe 


Pro 


Gin 


Thr 


Gly 


Leu 






20 










25 










30 






Phe 


Glu 


He 
35 


Leu 


Ser 


Glu 


Phe 


Gin 
40 


Lys 


Leu 


He 


Cys 


Gin 
45 


Met 


Gly 


Asp 


Lys 


Glu 


Ser 


He 


Glu 


Ala 


Ser 


Asp 


He 


Gin 


Ser 


Phe 


Val 


Glu 


Lys 


Lys 


50 










55 










60 










Glu 


Ala 


He 


Ser 


Leu 


Trp 


Lys 


Leu 


Arg 


Asp 


Ala 


Leu 


Leu 


Arg 


Lys 


Asp 


65 










70 










75 










80 


Arg 


Val 


Ala 


Ala 


His 


Ser 


Leu 


Met 


Arg 


Ser 


Leu 


Val 


Ser 


Asp 


Met 


Gly 








85 










90 










95 




Glu 


Glu 


Pro 


Leu 
100 


Gly 


Phe 


Ser 


Thr 


Phe 
105 


Tyr 


Val 


Val 


Ser 


Thr 
110 


Ser 





(2) INFORMATIONS POUR LA SEQ ID NO: 426: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 191 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 41803 1 418603 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 42 6: 



Glu 


Phe 


Ser 


Phe 


Pro 


Gly 


Phe 


Leu 


Tyr 


Leu 


Leu 


Ala 


Glu 


Ser 


Lys 


Cys 


1 








5 










10 










15 




Leu 


Lys 


Lys 


He 
20 


Lys 


Ser 


Gly 


Asn 


Lys 
25 


Lys 


Asn 


Asn 


Pro 


Arg 
30 


He 


He 


Gly 


Phe 


Trp 
35 


Arg 


Trp 


He 


Met 


Gly 
40 


Asn 


Ser 


Gin 


Asn 


Ser 
45 


He 


His 


He 


Thr 


Ser 
50 


Thr 


Lys 


Asp 


Phe 


Val 
55 


Gin 


Tyr 


He 


Glu 


Arg 
60 


Glu 


Arg 


Phe 


Arg 


Val 


He 


Val 


He 


Gly 


Ser 


Ser 


Ser 


Leu 


Glu 


Asp 


Lys 


Asp 


He 


Phe 


Ser 


65 










70 










75 










80 


Glu 


Leu 


Tyr 


He 


Ser 


Gly 


Arg 


Lys 


Ser 


Phe 


Phe 


Asp 


Gly Gin 


Arg 


Leu 










85 










90 










95 




Leu 


Gin 


Gin 


Glu 


Leu 


Leu 


Ser 


Trp 


Thr 


Asp 


His 


Phe 


Gly 


Leu 


Phe 


Ala 



1177 



100 1( ? 5 o 1n lvs Met Ser Ser Ser 

s .r Gin Olu H« «Y " e ^ ^ "* " 125 

L - s - «. ~ 3 s « « - « - - - - 

m s; - - - - » - - oiu s pb ° ser ser : S 
- „ « ~ » - ~ - - « - - «* giu f 

165 T1P A ia Gin Gly Phe Asp Lys Thr Phe 

A la Glu Arg Asp Ala Arg He Ala Gin y 19Q 

180 

(2) INFORMATIONS POUR LA SEQ ID NO: 427: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

J SnGUEUR: 293 acides amines 

cr) TYPE: acide amine ^ 

(D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vlii) PO SITIOB O^S LE — «!.-*<«.««..««»> 
j » «y - «» - « « - « - ~ ^ 7 
l „ »X S. ^ »X M. *£■ k W - - « - ~ 

r, i ^ w , ~ s. « - - - " a ws x - 
i l i - - ~ - » - - * - - l - r i 

S. « - - 11 X» WS ~ - H. M. « », J~ - 

85 , T . lvs Al. Pro V»l MO W val Al« »1« 

1°° m v. ^=,1 Ala Lvs Lys Thr Val Ala Ala 

T » tvs Thr Val Ala Arg Lys Thr Val Ala Lys y 

: h ~ - - s - - - as - ~ V11 T 

:; s si val m. ». s v. - «. - - - - - 3s 
i= V11 ^ 3 s « ~ - K - - - - k : 

165 -, t„<= tvs Thr Val Ala Arg Lys Thr 

Ala Pro Val Arg Lys Val Ala Ala Lys Lys w0 

180 , Lvs pro val Ala Lys Lys Ala 

Val Ala Lys Lys Thr Val Ala Ala Arg Lys ^ 
^ Ala Lys Lys Ala Pro Val Lg Lys Ala Val Ala Lys Lys Thr V 
Ala Lys - Val Ala Ser Thr ~ ~ ~ ~ ~ ^ S 

S val cys M e t Lys Lys - - Hi. £ - Ala Cys Gly Arg Val 
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Ala Ala Ser Gly Val Lys Val Cys Ala Ser Ala Ala Lys Arg Lys Met 

260 265 270 

Asn Pro Asn Arg Ser Arg Thr Ala His Ser Trp Arg Gin Gin Leu Met 

275 280 285 

Lys Leu Val Ala Arg 
290 



(2) INFORMATIONS POUR LA SEQ ID NO: 428: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 122 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 419 672 .. 42 0037 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 428: 



Met 


Val 


Val 


Ser 


Leu 


Gly 


Glu 


Ser 


Val 


Ala 


Gly 


Phe 


Phe 


Ala 


Asn 


Asn 


1 








5 










10 










15 




Asp 


Val 


Leu 


Ala 


Arg 


Asp 


Leu 


Ala 


Glu 


Ala 


Ser 


Ser 


Glu 


Thr 


Gly 


Glu 






20 










25 










30 






Ala 


Leu 


Trp 


Arg 


Met 


Pro 


Leu 


Val 


Glu 


Lys 


Tyr 


Asp 


Gin 


Ala 


Leu 


His 






35 










40 










45 








Ser 


Asp 


He 


Ala 


Asp 


Met 


Lys 


Asn 


He 


Gly 


Ser 


Asn 


Arg 


Ala 


Gly 


Ser 




50 










55 










60 










He 


Thr 


Ala 


Ala 


Leu 


Phe 


Leu 


Gin 


Arg 


Phe 


Leu 


Glu 


Asp 


Asn 


Pro 


Val 


65 










70 










75 










80 


Ala 


Trp 


Ala 


His 


Leu 


Asp 


He 


Ala 


Gly 


Thr 


Ala 


Tyr 


His 


Glu 


Lys 


Glu 








85 










90 










95 




Glu 


Leu 


Pro 


Tyr 


Pro 


Lys 


Tyr 


Ala 


Thr 


Gly 


Phe 


Gly Val 


Arg 


Cys 


Leu 








100 










105 










110 






He 


His 


Tyr 


Met 


Glu 


Lys 


Phe 


Leu 


Ser 


Lys 















115 120 



(2) INFORMATIONS POUR LA SEQ ID NO: 42 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 278 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (420245 421078 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 429: 

Glu Ala Ala Val Val Asp Glu Asp Tyr Lys Leu Val Tyr Gin Asn Ala 

15 10 15 

Leu Ser Asn Phe Ser Gly Lys Lys Gly Glu Thr Ala Phe Leu Phe Gly 

20 25 30 

Asn Asp His Thr Lys Glu Gin Lys He Val Leu Leu Gly Leu Gly Lys 
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Ser Glu Glu Val Ser Gly Thr Thr Val Leu Glu Ala Tyr Ala Gin Ala 

Thr Thr Val Leu Arg Lys Ala Lys Cys Lys Thr Val Asn He Leu Phe 

Pro Thr He Ser Gin Leu Arg Phe Ser Val Glu Glu Phe Leu Thr Asn 

Le u Ala Ala Gly Val Leu Ser Leu Asn Tyr Asn Tyr Pro Thr Tyr His 

Lys val Asp Thr Ser Leu Pro Phe Leu Glu Lys Val Thr Val Met Gly 

He val III Lys Val Gly Asp Lys He Phe Arg Lys Glu Glu Ser Leu 

Phe G 3 lu Gly Val Tyr Leu Sr Arg Asp Leu Val Asn Thr Asn Ala Asp 

III Val Thr Pro Glu Lys Leu Ala Ala Val Ala Lys Gly Leu Ala Gly 

Glu Phe Ala Ser Leu Asp Val Lys lie Leu Asp Arg Lys Ala Xle Leu 

Lys Glu Lys M e°t Gly Leu Leu Ala Ala Val Ala Lys Gly Ala Ala Val 

Olu Pro Arg Phe He Val Leu Asp Tyr Gin Gly Lys Pro Lys Ser Lys 

ASP Arg Thr Val Leu He Gly Lys Gly Val Thr Phe Asp Ser Gly Gly 

III Asp Leu Lys Pro £y Lys Ala Met lie Thr Met Lys Glu Asp Met 

Aia Gly Ala Ala Thr Val Leu Gly He Phe Ser Ala Phe Ser Phe Pro 
260 265 



Trp Ser Phe Arg Ser Met 
275 



(2) INFORMATIONS POUR LA SEQ ID NO: 43 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 157 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME : conplanent (421518 . .421988) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 43 0: 
Me t Leu Phe Gly Tyr Leu Val Gly Phe Leu Ala Ala Asp Pro Glu Glu 
Lg Met Thr Ser Gly Gly Lys Arg Val Val Val Leu Arg Leu Gly Val 
Lys ser Arg Val Gly Ser Lys Asp Glu Thr Val Trp Cys Arg cys Asn 

lie Trp Asn Asn Arg Tyr Asp Lys Met Leu Pro Tyr Leu Lys Lys Gly 

55 

S.r »r VI He VI Al. Gly Glu G1 » Ser ^ Val f/ 

Arg Asp Gly s.r Pro 11 Ala s.r H. S.r V,! s.r «1 Asp Tfcr X..U 
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Lys Phe Asn Ser Gly Ser Ser Arg Pro Asp Ala Arg Gly Ser Asp Glu 

100 105 110 

Gly Arg Gin Arg Ala Asn Asp Asn Val Ser lie Gly Phe Asp Gly Glu 

115 120 125 

Ser Leu Asp Thr Asp Ser Ala Leu Asp Lys Glu Val Tyr Ala Gly Phe 

130 135 140 

Gly Glu Asp Gin Gin Tyr Ala Ser Glu Asp Val Pro Phe 
145 150 155 



(2) INFORMATIONS POUR LA SEQ ID NO : 431: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 18 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 422486 .. 423 043 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 431: 



Lys 


He 


Leu 


Leu 


Lys 


Ser 


Leu 


Lys 


Leu 


Pro 


Asp 


Val 


Ala 


Phe 


Asp 


Gin 


1 








5 










10 










15 




Asn 


Asn 


Thr 


Cys 
20 


He 


Leu 


Phe 


Val 


Asp 
25 


Gly 


Glu 


Phe 


Ser 


Leu 
30 


His 


Leu 


Thr 


Tyr 


Glu 


Glu 


His 


Ser 


Asp 


Arg 


Leu 


Tyr 


Val 


Tyr 


Ala 


Pro 


Leu 


Leu 




35 










40 










45 








Asp 


Gly 


Xaa 


Pro 


Asp 


Asn 


Pro 


Gin 


Arg 


Lys 


Leu 


Ala 


Leu 


Tyr 


Glu 


Lys 


50 










55 










60 










Leu 


Leu 


Glu 


Gly 


Ser 


Met 


Leu 


Gly 


Gly Gin 


Met 


Ala 


Gly 


Gly 


Gly 


Val 


65 










70 










75 










80 


Gly Val 


Ala 


Thr 


Lys 


Glu 


Gin 


Leu 


He 


Leu 


Met 


His 


Cys 


Val 


Leu 


Asp 










85 










90 










95 




Met 


Lys 


Tyr 


Ala 


Glu 


Thr 


Asn 


Leu 


Leu 


Lys 


Ala 


Phe 


Ala 


Gin 


Leu 


Phe 




100 










105 










110 






He 


Glu 


Thr 
115 


Val 


Val 


Lys 


Trp 


Arg 
120 


Thr 


Val 


Cys 


Ser 


Asp 
125 


He 


Ser 


Val 


Asp 


Glu 


Asn 


Pro 


Leu 


Leu 


He 


Pro 


Cys 


His 


Lys 


Cys 


Leu 


Lys 


Gly 


Val 


130 










135 










140 










Ala 


Glu 


Glu 


Phe 


Asn 


Leu 


Leu 


Gin 


Gin 


Glu 


Ser 


Val 


His 


Lys 


Ser 


Phe 


145 










150 










155 










160 


Ala 


He 


He 


Gin 


Gin 
165 


Lys 


Glu 


Glu 


Gly 


Leu 
170 


Leu 


Pro 


Phe 


Val 


Phe 
175 


Lys 


Pro 


Pro 


Pro 


Ser 
180 


Ser 


Leu 


His 


Phe 


Phe 
185 


Gly 















(2) INFORMATIONS POUR LA SEQ ID NO: 432: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 618 acides amines 

(B) TYPE: acide amine" 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(vii i) POSITION DANS LE GENOME: 423226 .. 425079 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 432: 

Asn Ser Ser lie Phe Tyr Arg Pro Gin Asp Trp Ser His - Ala ^ 
Lg Asn cys Arg His Phe Leu va! Asn Gly Arg Met Leu XX. A» I~ 

20 _ Q. r Gln Lvs phe Ala Thr Asp Ser Tyr lie 

Arg Gly Thr Asp Leu ser Ser Gin Lys pn ^ 

35 , *" ^ ser pro Gin Leu Phe Gly Ser 

Ala Asp Pro Tyr Ser Lys Asn He Tyr Ser ^ 

Pro L ys Gin Glu Lys Asp Sr Ala «- Ser Tyr Leu Lys Tyr Glu Asp 
IL Asp Trp Glu Gly Asp Pro Leu His Leu Pro Lys Glu Asn Tyr 

Phe He Tyr Glu Met His Val Arg Ser Phe Thr Arg Asp Pro Ser Ser 

100 t r-iw Tl^ Tie Glu Lys He Asp 

Gin v,l s.r His Pro Gly Thr ». » »V "« ° 25 

His £ OXn «u Cly v f His - Clu - Pro .U - 

olu Pn" » ciu Thr V,! His Pro « W - « ~ *» f 6 5 „ 
£ Cys *s» Tyr «p S Tyr s.r s.r v,l » »- - «■ « « 

165 ^ 7i i a pro Ala Arg Glu Phe 

A rg Arg Tyr Thr Tyr Gly Ala Asp Pro Cys Ala Pro Ala ^ 

I 80 . . 1a P1 , 7 T i e Glu Val He Leu 

Lys Thr Leu Val Lys Ala Leu His Arg Ala Gly He Glu 

195 „• civ Phe Glu Gly Thr Ser Cys Pro Leu 

Asp Val Val Phe Asn His Thr Gly Phe Y ^ 

210 t qer Tvr Tyr Met Val Asn Asp His Gly Asp 

Pro Trp He Asp Leu Lys Ser Tyr ryr ^ 240 

225 23 0 Agn Thr Asn Thr Pro 

Leu Met Asn Phe Ser Gly cys Gly Asn in ^ 

l AS T1 «. Leu Asp Ala Leu Arg Tyr Trp Val Gin Glu 
Thr Thr Leu Lys Trp He Leu Asp aj_ 27Q 

260 ^ Ton Ala Ser Val Phe Ser Arg 

Met His val Asp Gly Phe Arg Phe Asp Leu Ala ^ 

ASP Pro III Gly Val Pro Leu Pro Leu Thr Pro lie Leu Gin Ala He 
Ser Ser Asp ser He Leu Ser Glu Thr Lys Leu He Ala Glu Pro Trp 
HI Ala Gly Gly Leu £ Gin Leu Gly His Phe Pro Ser He Ser Thr 
Arg Tr p Ser Glu £ Asn Gly Cys Tyr Arg Asp His Val Lys Ala Phe 
L eu Asn Gly Asp - His Gin Val Ser Ser Phe Ala Ser Arg He Ser 
Gly Se r S Asp He Tyr Pro Asn Gly Lys Pro Thr Asn Ser He Asn 
Tyr lie Cys Ser His Asp S «- Leu Tyr Asp Thr Va! Ala Tyr 

i£ asp Lys His Asn Glu Glu Asn Gly Glu Tyr Asn Arg Asp Gly Thr 

405 ^ rvc Glu Gly Glu Thr Thr Asp 

ser Ala Asn Tyr ser Tyr Asn Phe Gly Cys Glu Gly ^ 

420 4 " 
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Pro 


Thr 


He 
435 


Cys 


Ala 


Leu 


Arg 


Glu 
440 


Arg 


(j±n 


Kieu 


Lys 


Asn 
445 


Phe 


Phe 


Leu 


Ala 


Leu 


Phe 


Leu 


Ser 


Gin 


Gly 


He 


Pro 




1 le 


pin 


Ser 


Gly Asp 


pin 




450 










455 










460 










Tyr 


Gly 


His 


Thr 


Ala 


Tyr 


Gly Asn 


Asn 


Asn 


HIS 


Trp 


Cys 


Leu 


Asp 


rp>> ■y- 


465 








470 










4t / -> 










/ion 


Lys 


He 


Asn 


Tyr 


Phe 


Leu 


Trp 


Asp 


Arg 


Leu 


Ala 


pin 

blU 


Arg 


Lys 


Glu 


Leu 








485 










490 










A Q C 




Phe 


Ser 


Phe 


Leu 
500 


Cys 


Gin 


Val 


He 


Ala 
505 


Leu 


Arg 


Lys 


Ala 


Tyr 

jIU 


Thr 


CjIU 


Leu 


Phe 


Asn 
515 


Thr 


Ser 


Phe 


Leu 


Ser 
520 


Glu 


Asp 


Thr 


He 


Thr 
525 


Trp 


Leu 


Asn 


Thr 


Lys 
530 


Gly 


Ser 


Pro 


Arg 


Glu 
53 5 


Trp 


Gly 


Ala 


Asp 


til S 

540 


Tyr 


Leu 


Ala 


ir Iltr 


Xaa 


Leu 


Lys 


His 


Leu 


Asn 


Tyr 


Ser 


Leu 


Phe 


Val 


Ada 


rile 


Tyr 


Ser 


\j xy 


545 








550 










555 










560 


Asn 


Glu 


Arg 


He 


Glu 
565 


He 


Ser 


Leu 


Pro 


Lys 
570 


Pro 


Arg 


Lys 


Glu 


His 
575 


Leu 


Ala 


Tyr 


Glu 


Lys 
580 


He 


Val 


Asp 


Ser 


Thr 
585 


Thr 


Gly 


Phe 


Phe 


Ser 
590 


Gin 


He 


Leu 


Ser 


Pro 
595 


Lys 


Leu 


Ser 


Leu 


Glu 
600 


Pro 


Tyr 


Ser 


Ser 


Leu 
605 


Val 


Ala 


He 


Ser 


Arg 
610 


Arg 


Lys 


Thr 


Ser 


Leu 
615 


Glu 


Ser 


Arg 















(2) INFORMATIONS POUR LA SEQ ID NO : 43 3: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 03 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (425146 .. 426054) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 433: 



Arg 


Val 


Trp 


Phe 


Ser 


Glu 


Pro 


Gin 


Glu 


Asp 


Gly 


Leu 


Gin 


Pro 


Leu 


Trp 


1 






5 










10 










15 




His 


Met 


Asn 


He 


Leu 


Thr 


Gly 


Thr 


Leu 


Arg 


Thr 


Gly 


Gly 


Glu 


Lys 


Asn 








20 










25 










30 






Lys 


Val 


Lys 


Lys 


Leu 


Asn 


Leu 


Leu 


Val 


Leu 


Leu 


Gly 


Val 


Phe 


Cys 


Gly 




35 










40 










45 








Val 


Ser 


Gly 


Val 


Gly 


Asp 


Ala 


Asp 


Val 


Lys 


Val 


Ser 


Asp 


Ala 


Leu 


Ser 




50 










55 










60 










Gin 


Ser 


He 


Leu 


Val 


Glu 


Pro 


Lys 


He 


Arg 


Val 


Leu 


Leu 


Leu 


Ser 


Glu 


65 










70 










75 










80 


Ser 


Thr 


Thr 


Ala 


Leu 


He 


Glu 


Ala 


Lys 


Gly 


Ala 


Phe 


Ser 


Val 


Phe 


Gly 










85 










90 










95 




Asp 


Gly 


Glu 


Leu 


Leu 


Arg 


Val 


Ser 


Ser 


Gin 


Gly 


Gin 


Arg 


Cys 


Ala 


Ala 




100 










105 










110 






His 


Ala 


Leu 


Tyr 


Gly 


Gly 


He 


Arg 


Trp 


Gly 


Glu 


Asn 


Tyr 


Pro 


Asn 


Val 






115 










120 










125 








Glu 


Cys 


Leu 


Lys 


He 


Glu 


Pro 


Leu 


Asp 


Gly 


Ala 


Ala 


Ser 


Leu 


Phe 


Val 




130 










135 










140 










Asn 


Gly 


He 


Gin 


Tyr 


Lys 


Gly 


Ala 


He 


Tyr 


He 


His 


Arg 


Thr 


Asp 


Arg 
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155 160 



HI Cys « ft. IX. ^ - «» - - ^ 175 W - 

s„ « « s.r -1 *r wu lj. Glu «~ -P ™ "» « 
.„ ai, <*. IS u. - «- « * "» f 0 5 ^ 

195 . „ „„. ™ His Val Asn "a ol= Glu Asp Ar3 

Ala Gly Asn s.r His s.r Fit Trp His V. a) 

^ Oly ft. «Y V.i ™r s« Gin ~ T£ "V v,l =1. Glu 

Asp Trp Thr s.r frg «. V.1 - Asp A,n Pro Glu Giy « v.1 
ft. Asn ,1» «P £ « L.u Arg Asn V.1 »P His L- II. 
olu oi y *r Asn Ala Arg Oln .1. - OIU Lys ft. Tjg W «P »» 

Asp M u S val XL «u ~ Trp Glu A,P « cys W 

290 



(2) INFORMATIONS POUR LA SEQ ID NO: 434: 

(i, CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 247 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vlli) POSITS DANS DE GENOME : =o„pl«,.»t .426245 .. 426985, 
, xi) DESCRIPTION DE I* SEQUENCE : SEQ ID NO, 434, 
^ 11. Ala Asn T-r Tyr Met T« Hi, Lys II. s.r val L.u Hi. Gin 
Asp Lys Lys ft. U - « ,.u Arg Pro Lys Lys L.u Tnr «« ft. 
cys Gly Gin Lys Gin L.u Lys - «, L.u Asp - P- - «« 

Ala V.1 gL Arg » «- »" «• ^ ST "" ^ 

Pro Gly Leu Gly Lys Tnr s.r L.u Ala His II. »t Asn T M II. 

fly Lys Gly L.u V.1 II. ,1. « «y « «« ~ ~ S" S " 
Asp L.u II. Gly L.u l.„ T»r Gly J- Gin Glu Gly asp II. P.- ft- 

1°° 7,i a pin Glu TVr Leu Tyr 

He Asp Glu lie His Arg Met Gly Lys Ala Ala Glu Glu Tyr 

115 ^ T v-i Rsn He Thr Leu Asp Ser Gly Pro 

Pro Ala Met Glu Asp Phe Lys Val Asp He Tnr ^ 

130 1 T „ p ro phe Thr Leu Val Gly 

Gly Al. Arg S.r val Arg L.u Asp wu Ala Pro Ph. j60 

I!. Thr Thr Arg Ala Sy M.t - s.r Glu Pro ,.u Arg Thr Arg ft. 
Al, ft. Thr Gly S v.! »P Tyr Tyr ftr Asp Glu Asp « val s.r 

ion J.OD 
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lie Leu Ser Arg Ser Ser Gin Leu Leu Ala lie Glu Ala Asn Gin Glu 

195 200 205 

Thr Leu Leu Glu He Ala Arg Arg Ala Arg Gly Thr Pro Arg Leu Ala 

210 215 220 

Asn Asn Leu Leu Arg Trp Val Arg Asp Phe Ala Gin Met Arg Glu Gly 
225 230 235 240 

Asn Cys He Asn Ser Arg Pro 
245 

(2) INFORMATIONS POUR LA SEQ ID NO : 43 5: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 19 0 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 427248 427817 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 43 5: 



Met 


Gly 


He 


Lys 


Glu 


Asp 


Asn 


Trp 


He 


Arg 


Lys 


Met 


Ala 


He 


Glu 


Glu 


1 




5 










10 










15 




Gly 


Met 


He 


Glu 


Pro 


Phe 


Ala 


Asp 


Ser 


Gin 


Val 


Lys 


Leu 


His 


Pro 


Glu 






20 










25 










30 






Thr 


Gly 


Glu 


Lys 


Leu 


He 


Ser 


Tyr 


Gly 


Leu 


Ser 


Ser 


Tyr 


Gly 


Tyr 


Asp 






35 










40 










45 








Leu 


Arg 


He 


Ser 


Arg 


Glu 


Phe 


Lys 


Val 


Phe 


Thr 


Asn 


Val 


Tyr 


Asn 


Ser 




50 










55 










60 










Leu 


Val 


Asp 


Pro 


Lys 


Cys 


Phe 


Thr 


Glu 


Asp 


Ala 


Leu 


He 


Ser 


He 


Val 


65 








70 










75 










80 


Asp 


Asp 


Val 


Cys 


He 


He 


Pro 


Pro 


Asn 


Ser 


Phe 


Ala 


Leu 


Ala 


Arg 


Ser 






85 










90 










95 




Val 


Glu 


Tyr 


Phe 


Arg 


He 


Pro 


Arg 


Asn 


Val 


Leu 


Thr 


Val 


Cys 


He 


Gly 






100 










105 










110 






Lys 


Ser 


Thr 


Tyr 


Ala 


Arg 


Cys 


Gly 


Leu 


He 


Val 


Asn 


Val 


Thr 


Pro 


Phe 




115 










120 










125 








Glu 


Pro 


Glu 


Trp 


Glu 


Gly 


Tyr 


Val 


Thr 


He 


Glu 


He 


Ser 


Asn 


Thr 


Thr 




130 










135 










140 










Pro 


Leu 


Pro 


Ala 


Lys 


Val 


Tyr 


Ala 


Asn 


Glu Gly 


He 


Ala 


Gin 


Val 


Leu 


145 








150 










155 










160 


Phe 


Phe 


Glu 


Gly Asp 


Ala 


Ala 


Cys 


Asp 


Val 


Ser 


Tyr 


Ala 


Glu 


Arg 


Gin 










165 










170 










175 




Gly 


Lys 


Tyr 


Gin 


Lys 


Gin 


Gin 


Gly 


He 


Thr 


He 


Pro 


Phe 


Val 








180 










185 










190 







(2) INFORMATIONS POUR LA SEQ ID NO: 43 6: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 109 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 
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(viil ) POSITION DANS LE GENOME : 429560 .. 429886 
, xi) DESCRIPTION DE « SEQUENCE , SEQ ID NO, 436, 

RS „ s« cv, v., » - w. v., - - - - - - s- ~ 

L. «. X- - ~ - - - S" MP Ph * PM 11,1 » P " 

Ly5 Lys OB £. V ~ « «= «V « ~ f 5 ° ^ W 

L L £ val „ » « 2. - - - - « - - 

». r« Gly - «» - Su « .v. « « « «v «■ r 
sl » - - £ - - - - - ™ Gln " 3 " Y Glu 

Sn Asn Val Leu Asp Asp He Thr Gin 
Ser He Leu He Gin Asn v 
100 

(2) INFORMATIONS POUR LA SEQ ID NO: 437: 

(i ) CARACTERISTIQUES DE LA SEQUENCE: 

A, LONGUEUR : 168 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vlli) POSITION DANS « GENOME : 

(Kil OESCRIPTION DE LA SEQUENCE : SEQ ID NO, 437, 

„ Phe c y s Ala «, - - - °» S- - ^ "° ^ 

^ W ~ «y s ~ - - - - - * re wu ?o Y Pbe : 

m ow Ala s. » «, *. - - - « - r s « - r ~ 
L si ^ g W v. « - s. ~ - - - - - - ™ 

01y S« ~ «- « «. - » <- ?r - ~ Glu ~ - 

s« ». - «. - - - = iu ^ a -° ~ f : 

Gly ws « - s. xi. - - « » - - - ss Leu ; al 

100 „• T1 . Glu Tyr «a Pro Glu Phe cys ser «. 
Val l» ser G1Y Pro His He Glu Tyr 125 

115 , r,„ u Arg Glu Gin 11= Al. Ala Hi. s.r 

Gin Glu Asp Asn Val He Gin Ala 14 0 

s « S L .u Glu „u Tyr £ «» - - Hi - - ~ 160 



... 150 
III Val Val Glu His Val Leu Tyr 
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(2) INFORMATIONS POUR LA SEQ ID NO: 43 8: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 105 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 43 0323 43 0637 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 43 8: 



Gly 


Lys 


Glu 


Met 


Lys 


Arg 


He 


Leu 


Val 


Tyr 


Ser 


Asp 


Lys 


Gly Val 


Ser 


1 






5 










10 










15 




Pro 


Tyr 


Tyr 


Leu 


Arg 


His 


Thr 


Val 


Arg 


Trp 


Leu 


Lys 


Gin 


Val 


Ala 


Ala 




20 










25 










30 






Pro 


Phe 


Gin 


Met 


Glu 


Val 


Cys 


Arg 


Val 


Asn 


Gly Arg 


Phe 


Leu 


He 


His 






35 










40 










45 








Glu 


Pro 


Leu 


Trp 


Glu 


Asp 


Thr 


Thr 


Gin 


Leu 


Leu 


Val 


He 


Pro 


Gly 


Gly 




50 










55 










60 










Ala 


Asp 


Val 


Pro 


Tyr 


His 


Asn 


Val 


Leu 


His 


Gly 


Leu 


Gly 


Thr 


Ala 


Arg 


65 








70 










75 










80 


He 


Asp 


Asn 


Tyr 


Val 


Arg 


Glu 


Gly 


Gly 


Cys 


Tyr 


Leu Gly 


He 


Leu 


Arg 








85 










90 










95 




Arg 


Ser 


Leu 


Phe 


Trp 


Leu 


Arg 


Ala 


Val 

















100 105 



(2) INFORMATIONS POUR LA SEQ ID NO : 43 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 285 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 43 0933 .. 43 1787 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 43 9: 



Ser 


Ala 


Val 


Phe 


Lys 


Leu 


Glu 


Ser 


Leu 


Leu 


Ser 


Met 


Met 


Ser 


Ser 


Pro 


1 








5 










10 










15 




His 


Pro 


Met 


Ser 


Ser 


Ser 


Arg 


Asn 


Thr 


Pro 


Leu 


Gly 


Val 


Phe 


Tyr 


Ser 








20 










25 










30 






Leu 


Leu 


Ala 


Cys 


Phe 


Tyr 


Trp 


Gly 


Met 


Val 


Phe 


Val 


He 


Pro 


Ser 


Met 






35 










40 










45 








Leu 


Gly 


Asn 


Phe 


Ala 


Asp 


Leu 


Asp 


He 


Val 


Leu 


Thr 


Arg 


Tyr 


Ser 


Val 




50 










55 










60 










Phe 


Gly 


He 


Cys 


Ser 


Leu 


He 


Thr 


He 


Leu 


Tyr 


Lys 


Arg 


Ser 


Asn 


He 


65 








70 










75 










80 


Phe 


Lys 


Thr 


Val 


Pro 


Phe 


Phe 


Leu 


Trp 


Lys 


Lys 


Gly 


He 


Leu 


Trp 


Ala 








85 










90 










95 




Phe 


Leu 


He 


Asn 


He 


Ala 


Tyr 


Tyr 


Phe 


Gly 


He 


Ala 


Gin 


Ala 


Val 


Arg 








100 










105 










110 






Tyr 


Ser 


Gly 


Ser 


Ala 


Val 


Thr 


Val 


He 


He 


Ala 


Gly 


Leu 


Ala 


Pro 


He 
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190 125 

^ „. E - ~ ~ » - - »■ ST. " U ~ ^ S " 

« £ « ~ « s« £ XX. XX. »X V.I 0l¥ XX. II. I... s« 
j£ V.I s« - « oxi ~ OX. S« « ~ ~ - - £ - 
„ I... o ly P„. III C -X « £ *I. ^ s« XX. ^ - OX, 
^ „. XX. Z - - « P*. - OXU OX. HX S S« OX. XX. .« 
„ « E «P - Hi. « £ OX. XX. s.r ~ - X" «• - 

... US ~ xx. xx. ... Ill « - - «s »• - His ^ 25 

„c 230 Cys Leu xaa lie 

22b T uiq Thr Pro Leu Ser Giu Ary w 

Ar g Asn Phe Leu Phe His Ttir v 255 

Val Leu CyS Ser Ala ~ O lY XL J. - Leu Ar 9 OXU Leu Ser 
Leu Oly Thr S Leu Leu Phe xl. Cys - oln J. 



275 280 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 440: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

A, LONGUEUR : HO acides amines 

(B \ TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vill) POSITION DANS IS OENO«E, 43X658 .. 431987 
(xi) DESCRIPTION DE I* SEQUENCE : SEQ ID NO: 440, 

Ph . S« XX. *r «. ~ ~ « gj. «« Pro X.. »P « « 

L. - «vr « - - s f s« « *x. il. ? x. «■ ™ 

» - - ... -u - :r - - - - s' ~ ~ : g 

». P„. oL «. XX. - OX, Sp XX. - ~ - - - - « 

Q i. ^ «. « p,. ox„ M. ox, «ny - - - ~ f/ 
£. s« ... cys ... ~ »u «" jj. U, - - ox. ox. 

85 T Tlo Thr Thr Glu Ser Glu Ala Asn 
Thr Pro Ser Glu Thr Leu lie Thr Thr 11Q 

100 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 441: 

(i ) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR : 748 acides amines 

(B) TYPE: acide amine 

(D ) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 432232.-434475 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 441: 

Lys Asp Met Gly Cys Glu Glu Lys Leu Ser Gly lie Leu Glu Leu lie 

1 5 10 15 

Leu Pro Glu Asp Pro Leu Ser Asp Gin Thr Gly Tyr Ala Phe Leu Arg 

20 25 30 

Val Pro Tyr Lys Asn Ser Leu Val Thr Val Cys Gly His Leu Pro Leu 

35 40 45 

Ser Leu Phe Lys lie Gly Ser Ser Val Asp Leu Thr Gly His Trp Ser 

50 55 60 

Val Asp Ala Ser Gly Ala Leu Val Phe Arg Phe Thr Ser Ala Ala Thr 
65 70 75 80 

Tyr Ser Pro Asp Ser Gly lie lie Ala Tyr Leu Asn Ala Gin lie Lys 

85 " 90 95 

Gly Val Gly Pro Lys Leu Ala Gin Lys lie Val Ser Thr Phe Gly Glu 

100 105 HO 

Asp Thr Leu Thr Val Leu Asp Ser Cys Pro Ser Lys Leu Val Glu Val 

115 120 125 

Asp Gly He Ser Pro Ala Arg Cys Glu Asp Phe Ser Lys Gin Leu Gin 

130 135 140 

Glu Gin Arg Asp Leu Arg His Ala Leu Leu Phe Leu Gin Arg His Gly 
145 150 155 160 

He Ala He His Tyr Gly Leu Arg Leu Tyr Lys Lys Tyr Gin Asn Gin 

165 170 175 

Thr He Glu Lys Val Cys Gin Asp Pro Phe Leu Leu Ala Lys Glu Met 

180 185 190 

Tyr Gly He Gly Phe Lys Thr Ala Asp Leu He Ala Thr Cys Leu Gly 

195 200 205 

Val Pro Leu Asn Ser Pro Asn Arg He Val Ala Gly He Gin Tyr Ser 

210 215 220 

Leu Asp Glu Leu Gin Glu Glu Gly His Thr Cys Tyr Pro Leu Asn Asp 
225 230 235 240 

Phe He Val Leu Val Glu Lys Leu Leu Asn Glu Glu Ala Pro Glu Glu 

245 250 255 

He He Arg Lys Glu Glu He Arg Thr Gin He His Phe Leu Ser Arg 

260 265 270 

Gin Lys Thr Val Tyr Val Lys Glu Leu Glu Gin Asp Thr Tyr He Trp 

275 280 285 

Ser Arg Gin Leu Phe Leu Ala Glu Gin Gin He Ala He Asp He Arg 

290 295 300 

Arg Leu Leu Phe Ser Ser Lys Arg He Arg Ser He Asn Thr Gin Glu 
305 310 315 320 

Ala He Leu Glu Val Glu Asn Leu Leu Asp Leu Lys Leu Glu Glu Lys 

325 330 335 

Gin Lys Glu Ala Leu His Ala Ser Ser Ser Gin Lys He His He He 

340 345 350 

Ser Gly Gly Pro Gly Thr Gly Lys Ser Thr He Thr Arg Ala He Leu 

355 360 365 

Ser He Phe Glu Lys He Ser Ser Pro Lys Lys He He Leu Ala Ala 

370 375 380 

Pro Thr Gly Lys Ala Ala Lys Arg Met Thr Glu He Thr Gly Lys Arg 
385 390 395 400 

Thr Gin Thr He His Ser Leu Leu Gin Tyr Asp Phe Lys Thr Leu Ser 
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. n <- 41U 

r *„, His Glu Asp Pro lie Asp Cys Asp Leu Val He Val 
Phe Arg Lys Asn His Glu Asp rro ^ 43Q 

i?° Mot- He Asp Thr He Leu Leu Gin Arg Phe Leu Ala 
Asp Glu Ser Gly Met lie Asp inr x ^ 

Ala Leu Pro Asp His .1, Il« - II. ~ XI. oly Asp v.! His ol„ 
L ,u Pro ser 1 olY «. "V As„ val « Jy. Asp Leu He Leu ser 
iS His lie olu val S Tyr Leu Thr Lys II. — «« 01» Leu «n 
Asn s.r Asn H. 15 Thr Asn Ala His Ly. V.i Asn ol» sly Olu Ph. 
Pro Val Leu Asn Ser ser s.r oly Lys Lys Asp Phe Leu Phe Phe oln 
,ys olu A.P Pro Olu Olu Ala lie Lys His lie lie Hi, Leu val s.r 

530 t n v,~ rw Tie Phe Thr Lys Asp He Gin Val 

Asp Phe Val Pro Lys Lys Phe Gly He Pne * 56Q 

11 Ala Pro A« Lys «y VI Leu oly He Leu Asn Leu Asn Arg 
Olu Leu Lys Al, III Leu A.„ Pro Asn Lys Leu Ph. He oln oly Lys 
Ph. His ser III ser Thr oly Asp Ar 3 v.l « oln Thr Ar g Asn Asn 

595 u , „,„ Tie GlV Tyr Val Thr Ser He 

Tyr Asn Lys Glu Val Phe Asn Gly Asp lie Gly Y q 

ASP III Ser Thr Lys Ser Leu He Val Cys Val Asp Gly Arg Tyr He 

HI Ser Gin Ala Glu Leu Asn Asp Leu He Pro Ala Tyr Ala Thr 

ser He His Lys £ Oln QlY Ser Glu Thr Ser Cys He He Leu Pro 

He His Thr Tr His Tyr Val Met Leu Tyr Arg Asn Leu Leu Tyr Thr 

Ha He Thr Arg Gly Lys Lys. Leu Val He Leu Val Gly Thr Lys Lys 

Ala val Ala He Ala Val Arg Asn Asp Lys Val Gin His Arg Cys Thr 

7 G ° ly L eu Gin Gin Ala 2£ His Ser Leu Leu Asn Lys Pro Thr Pro Leu 

Ph e Ser Pro Tyr III He cys Arg Pro Ser Leu Gly 
740 /4b 



(2) INFORMATIONS POUR LA SEQ ID NO: 442: 

(i) CARACTERISTIOUES DE LA SEQUENCE : 

(A) LONGUEUR: 563 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii ) POSITION DANS LE GENOME : complement (434620 .. 43 63 08 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 442: 
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475 480 



465 47 ° , T ,_ Teu Phe cys Ala Cys Tyr cys 

Gly Asn Trp Asn Arg Val Arg Ala He Leu Phe cy ^ 

Gin Lys Leu Leu ill ,eu Xle Ser Tyr Pro lie Met Pro olu Thr M. 
L eu Lys Xle III OXU Me, He Ala Pro Tyr Ser Leu Asp Leu Cly Ser 
Cin Asp Pro Asp Arg Leu His Ser Leu T r P Thr Asp Ser Phe Phe Asp 
^ HI Glu Olu ,VS P.e Lr Leu Lys Glu Pro olu X-u Leu Phe Thr 



545 
Met Val Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 443: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 101 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vlil) POSITION « LE OEKOHE, « 6574 ' 
,xi) DESCRIPTION DE LA SEQUENCE, =EQ ID NO: 443: 

V,! M .t «. «, W «P «« «u »r «. Olu «. « « — 

k. »p .« «• s *» " u val 5r *** Vl1 ,l * ws 1o n ws 

Asn WS II, 2. «. our * V,! « « ~ V.1 XI. I- «« 

Ali L «u *L P». «-u « « Tyr cly II. «. ser olu Tyr Ala Olu 
Ma Up asp « olu «, Hi, ,*u S.r M. Tfcr cly Olu «. « Jr. 
o!u oin Oly « oly Sr se r « «. ^ «P «. s.r « Tyr Asn 



85 

Trp Ser Asp Val Lys 
100 



(2) INFORMATIONS POUR LA SEQ ID NO: 444: 

(i ) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 373 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : complement (43 6567 .. 437 685) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 444: 



1192 



Ala Cys lie Leu Pro Arg Gly Lys Val Phe Leu Gly lie Asp Asp Ser 

15 10 15 

Lys Lys Leu Thr Pro Lys Gin Arg Arg Tyr Leu Tyr Glu Leu Leu Leu 

20 25 30 

Glu Asp Pro Glu Val Asp Cys Gly Val Gly Val lie Ser Val Glu Arg 

35 40 45 

lie Asp Glu lie Asn lie Leu Glu Ala Thr Lys Glu Ala Met Val Gin 

50 55 60 

Ala lie Ala Ser Leu Arg Ser Thr Pro Asp Phe Leu Leu Val Asp Gly 
65 70 75 80 

Leu Phe Leu Pro His Lys lie Pro Ser Leu Lys lie lie Lys Gly Asp 

85 90 95 

Ala Arg Ser Val Ser lie Ala Ala Ala Ser lie He Ala Lys Glu Tyr 

100 105 HO 

Arg Asp Glu Leu Met Arg Lys Leu His Val Glu Tyr Pro Glu Tyr Gly 

115 120 125 

Phe Asp Lys His Lys Gly Tyr Gly Thr Ala Ala His Leu Gin Ala Leu 

130 135 140 

Lys His Phe Gly Pro Cys Val Tyr His Arg Lys Ser Phe Ser Pro Val 
145 150 155 160 

Lys Glu Ser He Xaa Arg Gly Ser Met Ser Val Lys Val He Ser Pro 

165 170 175 

Phe Ser Gin Asp Gly Val Gin Phe Phe Pro Lys Leu Phe He He Ser 

180 185 190 

Ala Pro Ala Gly Ala Gly Lys Thr Thr Leu Thr His Met Leu Gin Arg 

195 200 205 

Glu Phe Pro Asp Ala Phe Glu Lys Thr Val Ser Ser Thr Thr Arg Ser 

210 215 220 

Ala Arg Pro Gly Glu Val His Gly Val Asp Tyr Leu Phe Val Ser Glu 
225 230 235 240 

Asp Asp Phe Lys Gin Ser Leu Asp Arg Glu Asp Phe Leu Glu Trp Val 

245 250 255 

Phe Leu Phe Gly Thr Tyr Tyr Gly Thr Ser Lys Ala Glu He Ser Arg 

260 265 270 

Val Leu Gin Lys Gly Lys His Cys He Ala Val He Asp Val Gin Gly 

275 280 285 

Ala Leu Ala Leu Lys Lys Gin Met Pro Ala Val Thr He Phe He Gin 

290 295 300 

Ala Pro Ser Gin Glu Glu Leu Glu Arg Arg Leu Asn Ala Arg Asp Ser 
305 310 315 320 

Glu Lys Asp Phe Gin Lys Lys Glu Arg Leu Glu His Ser Ala Val Glu 

325 330 335 

He Ala Ala Ala Ser Glu Phe Asp Tyr Val Val Val Asn Asp Asp Leu 

340 345 350 

He Thr Ala Tyr Gin Val Leu Arg Ser He Phe He Ala Glu Glu His 

355 360 365 

Arg Met Ser His Gly 
370 



(2) INFORMATIONS POUR LA SEQ ID NO: 445: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 123 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 
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, vil i, POSITION DANS 1* CENOME, cedent ,4378,4.. 438262, 
, xi , DESCRIPTION DE IA SEQUENCE : SEQ ID SO: 445, 

« ^ ■« - - »• r„ u Gln Rsp Glu Gln » M9 

Asp « U P»e cys V,! Gly «P »r II. «. VaX M. ™r 
As. xx. - OX. OXy Gly W « - « ~ «» ~> »" «" ^ ^ 
«x « «. «■ oxy -y oxy Ala oxy OX. * V.I s« « His 
«, V.I AX, Tyr oxy GI. OXy Met OX. X.ys s.r - ~ « « ~ 

65 „ v.l s.r 11. GXU V,X VaX Lys Arg Gly I*. V.X s.r Ar, 

Pro Lys He Val Ser lie ^x." gQ 95 

85 „ r-w tv ? Thr Gly Lys Ala Ala Lys Val 

Ala Arg Leu Phe Tyr Leu Arg Gly Lys Thr Gly y ^ 

Lys Glu Leu fie Gly Ser Arg Ala Ala Lys Lys 
115 



(2) INFORMATIONS POUR LA SEQ ID NO: 446: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 281 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : consent (43 8285 .. 43 9127 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 446: 
Lys His Lys Lys Lys Glu Val Gln Gly His He Leu He Ser Ala Gly 
Gln Leu Leu Ser Ala Lys Lys Ser Arg Glu Leu Ala Ser Cys Ser His 

20 r « civ His Tyr Glu Gly He Asp Glu Arg Ala Leu 
Leu Val Leu Leu Cys Gly His Tyr * ^ 

^ Ala GI. Val ASP Glu GI. IX. s.r IX. OXy Asp Tyr V,I X... T*r 
As. Gly cys AI. Ala AX. S. V.X « V.X Asp AXa X... AXa Ar g JJ. 
fx. Pro oxy IX. «. Gly As„ OX» OX. s.r AX, OX. Tyr Asp ~ - 
Glu As. oxy X... - -1« OXy Pro GI„ * T*r « «• «- V.X P.. 
G I. oxy OX. Ill V.X Pro OX. V.X ... X- cys oly Asp Hi, oxn X.ys 
XX. AX. S «P » ? X„ V.X s.r - OX. « T*r « OX. Ar 3 
Kg £ asp x- Tyr - - P.. - -y As- s.r AX. cys £ 
2 * OX„ OX. Asp E Pro „ IX. OX. V.X VaX s.r Pro g. T 
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(2) INFORMATIONS POUR LA SEQ ID NO: 447: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 118 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : complement < 4389 86 43 93 3 9 ) 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 447: 
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35 










40 










45 








Val 


Asp 


Asp 


Ser 


Pro 


Tyr 


Asn 


Gly 


Glu 


Gly 


Met 


Leu 


Leu 


Met 


Ala 


Glu 
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(2) INFORMATIONS POUR LA SEQ ID NO: 448: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 115 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME: complement < 43 93 58 43 9702 ) 
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, DES CRIPTION DE LA SEQUENCE: SEQ ID ™: 448: 

xi DEbLKir uis val Val 

„. Ma L .„ Ar, Gin Gln Gly A "> ■** RS ° Hl Is 

»» — «■ 118 r 

1 r«, Val Leu Ala Asp Val Glu ser 3Q 

Tyr Arg Leu Val 25 Asn ^ G ln 

t «, Glv Trp Tyr Asp Pro His Ser i> 
He Glu Leu Leu Gly irp 4Q 4b ^ 

35 , »v,o ivr Trp Leu Asn Gin Gly Aia 

Leu Lys ser Glu Arg He Phe Tyr Trp 

50 G1Y Ala Leu Val Lys Gin Gly Ala Pro G y &q 

Thr Glu Lys Ala Gly Al 75 ^ g 

65 „ ala Tvs Lys val Ala Arg Arg Aia 

Ala Glu Leu Met Ala Lys Ly 

*i» Tvr Arg Gln Arg Leu Ala Ala Arg y 
L ys Arg Arg Ala Tyr Arg iQ5 



Ala Ala Lys 
115 



(2) INFORMATIONS POUR LA SEQ ID NO : 449: 

TYPE: acide amine 
$ CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

MT1 Tvs Le u Ser Asn He Pne 
M et II. ser ser » ser «" W * 10 Kg 

1 „ Ma Lys Arg Val Thr Glu Glu Gly Ile r 30 

Ph. Thr Al. Lys 25 ^ ^ 01n Als V a! 

Qlu V.1 Ar, Leu A!a Leu Leu Asp « 

Ly s Asp X. II. Al. L, v.1 Lys - - ■ £ - 

Trp Lys -U -I ser Pro Gly Gln Gln Pe ^ L * ^ 

65 ' R l» ser Glu Gln Thr Ala v.i 

90 , la 01y Lys 

« Val He Leu Leu Cys Gly Leu 

G1Y cys Pro Al. v.1 aia Asp Tyr Phe Leu Arg Glu Lys Lys 

ttr Thr Thr cys Ala Lys Leu Al. asp TVr ^ 

115 « 1 Ala Ser Cys Asp Leu Lys Arg r 

Ala Lys Lys Val Leu Val Ala Y „ phe 

130 T qiu Gly Leu val Lys Gln Thr Gly Ala Asp ^ 
val Glu Gin Leu Glu Gly , 55 ^ ^ Qln 

145 ^ cti A Pro Val Asp Met Ala 

« Arg Glu Gly Asn Asp ^ ^ oly 

Hi. Al. Lys ser oln Gly Tyr Asp Leu 
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Asp 
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Met 
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220 










Gly Gin 


Asp 


Ala 


Val 


Val 
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Ala 


Lys 


Ala 


Phe 


Asp 


Glu 


Arg 


Leu 


Gly 


225 








230 










235 










240 


Leu 


Thr 


Gly 


Val 


Val 


Val 


Ser 


Met 


Ala 


Asp 


Gly Asp 


Ala 


Arg 


Ala 


Gly 








245 










250 
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Ala 


Val 


Leu 


Ser 


Val 


Lys 


Ser 


Leu 


Leu 


Asn 


Lys 


Pro 


He 


Lys 


Phe 


Glu 








260 










265 










270 






Gly 


Cys 


Gly Glu 


Lys 


He 


Lys 


Asp 


Leu 


Arg 


Pro 


Phe 


Asn 


Ala 


Gin 


Ser 






275 










280 
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Met 


Ala 


Glu 


Arg 


He 


Leu 


Gly 


Met 


Gly Asp 


Thr 


He 


Ser 


Leu 


Val 


Asp 




290 










295 
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Lys 


Met 


Arg 


Glu 


Cys 


He 


Ser 


Glu 


Glu 


GlU 


Asn 


Lys 


Glu 


Leu 


Glu 


Glu 


305 










310 










315 
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Thr 


Lys 


Ala 


Thr 


Phe 


Thr 


Tyr 


Glu 


Asp 


Phe 


His 


Lys 


Gin 


He 








325 










330 










335 
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Ala 


Phe 


Arg 


Arg 


Leu 


Gly 


Pro 


Leu 


Arg 


Lys 


He 


Met 


Asn 


Met 


Met 








340 










345 










350 






Pro 


Ser 


Phe 


Gly 


Gly Ala 


Lys 


Pro 


Ser 


Asp 


Lys 


Asp 


Leu 


Glu 


Glu 


Ser 






355 










360 










365 








Glu 


Lys 


Gin 


Met 


Lys 


Arg 


Asn 


Glu 


Ala 


He 


He 


Leu 


Ser 


Met 


Thr 


Pro 
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375 










380 










Glu 


Glu 


Arg 


Lys 


Glu 


Leu 


Val 


Glu 


Leu 


Ser 


Met 


Ser 


Arg 


Met 


Lys 


Arg 


385 








390 










395 










400 


He 


Ala 


Ala 


Gly 


Cys 


Gly 


Leu 


Thr 


Leu 


Gly 


Asp 


Val 


Asn 


Gin 


Phe 


Arg 










405 










410 










415 




Lys 


Gin 


Met 


Met 


Gin 


Ser 


Lys 


Lys 


Phe 


Phe 


Lys 


Gly Met 


Thr 


Arg 


Glu 






420 










425 










430 






Lys 


Met 


Glu 


Gin 


Met 


Gly 


Lys 


Lys 


Met 


Ser 


Gly 


Gly 


Asn 


Leu 


Trp 


Arg 




435 










440 










445 









(2) INFORMATIONS POUR LA SEQ ID NO: 450: 

(i) C ARACTER 1ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 29 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (441042 4419 11 ) 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 450: 
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90 9 5 



val Clu Gin lie He oly Tyr Leu Gin Met His Lys Glu Lys Thr Thr 

1 nn 10b 
Phe Tyr Asp Val Cys Cys oly ser oly Cys He cly Leu Ala Val Arg 

L ys His Cys Pro His Val Arg III Thr Leu Ser Asp He Ser Pro Olu 

Ala Leu Ala lie Ala Glu III Asn Ala Arg Ser Asn Ala Leu Ala Val 

150 

As P Ph. Leu L.u oly Asp L.u Phe Asp Pro Ph. s.r Ph. Pro Ala Asp 
V.1 Leu V.1 cy, Asn P« Pro Tyr Leu s.r Tyr Lys olu ». Phe Glu 
s.r Asp Pro "lu v,l Arg cys His olu Pro Trp Lys Ala L.u V.1 Oly 
Oly v.1 III Oly Leu Olu Phe Tyr His Arg II. Ala Thr His He His 
Lys III Leu val s.r Oly III val oly Trp L.u Olu He Oly s.r Thr 
III Oly Olu Asp V»l Lys Oln He Ph. His Ala Lys Oly He Arg Oly 
Arg v,l L.u Lys Asp Tyr Ala Oln Leu A,p Arg Ph. Ph. Phe Leu xaa 
Asn Oln Ala Asn Asp Ala va! s.r s.r Oly olu val ser oly Ph. s.r 
275 280 

Glu Arg 
290 

(2) INFORMATIONS POUR LA SEQ ID NO: 451: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 232 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

( viii) POSITION DANS LE GENOME : complement ( 441898 .. 442593 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 451: 
Oly xaa Cys Val Arg Met Tyr His Leu Tyr Ala Ala Ser Lys oly Trp 
Gin cys Olu Val Leu Ser Ala Ser Glu ser Asp Leu Gly oly Tyr Lys 
Olu Tyr Val Met Gly He Ser Gly Ala Ser Val Lys Arg Phe Leu Gin 
,yr Glu Ala Gly Thr His Arg Val Gin Arg Val Pro Glu Thr Glu Thr 
Ola G°iy Arg Val His Thr ser Ala Val Thr Val Ala Val Leu Pro Glu 
Pro Ala Glu Asp Asp llu Glu Val Phe lie Asp Glu Lys Asp Leu Arg 
He Asp Thr Phe Arg Ser Ser Gly Ala Gly Gly Gin His Val Asn Val 
tor Asp Ser III Val Arg He Thr His He Pro Ser Gly Val Val Val 
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(2) INFORMATIONS POUR LA SEQ ID NO: 452: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 567 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 444 688 .. 4463 88 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 452: 

Leu Phe Ala Lys Gin Ala Gin Ala He Gin Lys Arg Phe Pro Lys Ser 

15 10 15 

Lys Leu Arg Ala Thr Phe Asp Leu He Tyr Ala Leu Thr Phe Ala Ala 

20 25 30 

He Leu Ala Phe Leu He Arg Gin Phe Trp Phe Glu Leu Tyr Glu Val 

35 40 45 

Pro Thr Gly Ser Met Arg Pro Thr He Leu Glu Gin Asp Arg. He Leu 

50 55 60 

Val Ser Lys Thr Thr Phe Gly Leu Arg Leu Pro Phe Ser Asn Arg Ser 
65 70 75 k 80 

He Gly Tyr Thr Pro Glu Ala He Thr Arg Gly Glu Leu Val Val Phe 

85 90 95 

Thr Val Gly Asp Leu Pro He Pro Asn Ala Asp Thr Lys Tyr Phe Gly 

100 105 HO 

He He Pro Gly Lys Lys Arg Tyr He Lys Arg Cys Met Gly Lys Pro 

115 120 125 

Gly Asp Thr Val Tyr Phe Tyr Gly Gly Lys He Tyr Gly He Asp Cys 

130 135 140 

Asp Gly Glu Pro He Phe Pro Gin Asn Thr Glu Asn Xaa Tyr His Val 
145 150 155 160 

Pro Tyr He Ser Phe Asp Gly Thr Pro Glu He Leu Thr His Ser Glu 

165 170 175 

Glu Gin Thr Asp Val He Phe Asn Gin Phe His Thr Pro Cys Gly Lys 

180 185 190 

He Ser Leu Pro Gin Gin Ala Ser Tyr Gly Gin Phe Phe Tyr Lys Asn 

195 200 205 

Ala Trp His Asn Asp Thr Pro Tyr Ala Leu Lys Asp Pro His Asn Glu 

210 215 220 

Pro Val Ser Tyr Ala Asp Leu Phe Gly He Lys Asn Phe Ala Met Val 
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235 240 



225 230 _ _. 1ai al _ Tieu Thr His Val Leu Pro Ser 

Arg He Leu Thr Lys Lys Gin Ala Ala Leu Thr n ^ 

245 , -n uic Thr Pro Asn Val Ser 

Pro Leu s.r Asp Thr Tyr Leu Glu II. M. His Thr ^ 

W r « His Pro His L.u Mo Pro Ph. Glu Thr Glu «. XL «. Thr 
XX. 0X» p" M.t Lys Thr L.u Leu Pro L.u « Lys «1» «is XX. 
x,u x'x°. « 9 M„ Mh L.u Thr Thr S.r Ms Ph. Thr V a X «X MP Gly 
£ Ma Tyr Lys Tyr =S «• *» « «° ^ " ^ ^ 
Arg M.t Ph. M» L.u P~ M. t Pro M„ .1. «. MP «Y ^ Olu 
Phe s.r Lys o" »p V.1 PM Lys .« - «* «Y - « - 
Lys Leu Lys .in Pro His Pro L.u Thr Sin L.u s.r Mh ser Oln *X 
XX. MP Leu Ph. M„ cys Gly XX. s.r Ph. His Thr lie Tyr XI. Jr. 
Ly = Mr. Pro am Tyr M. Pro Ph. Pro M„ Mo Tyr AX. Ph. PM Mn 
olB GXy M„ L.u Phi v.l «.t MP s.r Pro «1 Ph. XI. Asp s.r MP 

420 „u ti» v»l Ser Glu Glu Glu Lys Glu Leu Gin 

Pro Ala Leu Gin Lys Phe He Val Ser Glu ^ 

i? 5 a s . Lvs Pro Tyr lie Ala Phe He Asp Arg Gly Pro Pro 
Ser Ser Glu Asp Lys pro iyx j. ^ Q 

Pro S" ser Thr Glu Glu » -1 ser Ph. XI. Thr Ash Ph. Gly L.u 
f£ xx. Pro Glu Gly S. *1 L.u v.! L.u GXy Mp M„ cys Pro Met 

485 » nv Phe Val Pro Val Glu Asn Leu Leu 

ser Ala Asp ser Arg Asp Phe Gly Phe Val f ^ 

x, v.? Glv He Phe Trp Pro He Asn Arg Leu Gly Leu Leu 
Gly ser Pro Val Gly ne rue ^ 525 

ser Ser Asn He Thr Pro Leu Ser Leu Pro Gly Tyr Leu Val Asn Gly 
L eu Ala Leu Gly Ala Phe Leu .yr Cys He Gly Leu Trp **r I*r Arg 



545 550 
Lys Asn His Arg Leu Phe Pro 
565 



(2) INFORMATIONS POUR LA SEQ ID NO: 453: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 53 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement (446452 . .448068) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 453: 



1200 



Lys Leu Thr Arg Thr Gly Asn Leu Ser Glu Glu Ser Leu Met Phe Ser 

1 5 10 15 

lie Val Gly Leu He Leu Glu Leu Cys His Met Leu Arg He He Thr 

20 25 30 

Leu Leu Lys Glu Gin Lys Lys Arg Arg Leu Cys Phe Pro Ala Asp Phe 

35 40 45 

He Ala Glu Gly Leu Asp Gin Thr Arg Gly Trp Phe Tyr Thr Leu Thr 

50 55 60 

Val He Ala Ala Ala Leu Phe Asp Gin Pro Ala Phe Lys Asn Val He 
65 70 75 80 

Val Asn Gly He He Leu Ala Glu Asp Gly Asn Lys Met Ser Lys Arg 

85 90 95 

Leu Asn Asn Tyr Pro Ser Pro Lys Met He Met Asp Ala Tyr Gly Ala 

100 105 HO 

Asp Ala Leu Arg Leu Tyr Leu Leu Asn Ser Val Val Val Lys Ala Glu 

115 120 125 

Asp Leu Arg Phe Ser Asp Lys Gly Val Glu Ser Val. Leu Lys Gin Val 

130 135 140 

Leu Leu Pro Leu Ser Asn Ala Leu Ala Phe Tyr Asn Thr Tyr Ala Glu 
145 150 155 160 

Leu Tyr Gly Phe Asp Pro Lys Glu Thr Asp Asn He Glu Leu Ala Glu 

165 170 175 

He Asp Arg Trp He Leu Ser Ser Leu Tyr Ser Leu Leu Gly Lys Thr 

180 185 190 

Arg Glu Ser Met Ser Gin Tyr Asp Leu His Ala Ala Val Asn Pro Phe 

195 200 205 

Val Asp Phe He Glu Asp Leu Thr Asn Trp Tyr He Arg Arg Ser Arg 

210 215 220 

Arg Arg Phe Trp Asp Ala Glu Asp Ser Thr Asp Arg Arg Ala Ala Phe 
225 230 235 240 

Ser Thr Leu Tyr Glu Val Leu Val Val Phe Ser Lys Val He Ala Pro 

245 250 255 

Phe He Pro Phe He Ser Glu Asp Met Tyr Gin Gin Leu Arg Gly Glu 

260 265 270 

Thr Asp Pro Glu Ser Val His Leu Cys Asp Phe Pro His Val Val Leu 

275 280 285 

Glu Lys He Leu Pro Asn Leu Glu Arg Lys Met Gin Asp He Arg Glu 

290 295 300 

He Val Ala Leu Gly His Ser Leu Arg Lys Glu His Lys Leu Lys Val 
305 310 315 320 

Arg Gin Pro Leu Gin Asn Val Tyr He Val Gly Ser Gin Glu Arg Met 

325 330 335 

Glu Ala Leu Ser Gin Val Gly Ser Leu He Gly Glu Glu Leu Asn Val 

340 345 350 

Lys Asp Val His Phe Cys Ser Glu Thr Pro Glu Tyr Val Thr Thr Leu 

355 360 365 

He Lys Pro Asn Phe Arg Thr Leu Gly Lys Lys Val Gly Asn Arg Leu 

370 375 380 

Pro Glu He Gin Arg Ala Leu Ala Gly Leu Pro Gin Glu Gin He Gin 
385 390 395 400 

Ala Phe Met His Lys Gly Gin Met Val Val Ser Leu Gly Glu Glu Thr 

405 410 415 

He Ser Leu Asp Lys Glu Asp He Thr Val Ser Trp Ala Ser Ala Glu 

420 425 430 

Gly Phe Val Ala Arg Ser Ser Ala Ser Phe Val Ala Val Leu Asp Cys 

435 440 445 

Gin Leu Thr Glu Pro Leu He Met Glu Gly He Ala Arg Glu Leu Val 

450 455 460 

Asn Lys He Asn Thr Met Arg Arg Asn Gly Lys Leu His Val Ser Asp 
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475 480 



465 . PT . n Val Ile val Gin Glu Ala Phe 

Arg He Ala He Arg Leu His Ala Pro Val lie v ^ 

Ala Leu His Lys Glu Tyr Xle Cys Glu Glu Thr Leu Thr Thr Ser Val 
Ser Val Xle US Tyr Lys Glu Gly Glu Glu Trp Asp Xle Asn Gly His 
Ala Val III Phe Val Leu Glu Arg Val Glu Arg 



530 535 



(2) INFORMATIONS POUR LA SEQ ID NO : 454: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 543 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vl ii, POSITION DANS LE GENOME : complement (447932, . 449560) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 454: 

TlQ Ile Ser Ala Lys Glu Glu Lys Ile 

Met Asp Asn Glu Asp Lys He Ser lie Ser Ay ^ 

Lu ser Phe Trp Lys Glu Gin Asp Xle Pne Gin Lys Thr Leu Asp Asn 
Arg Glu Gly Cys Pro Thr Pne Ser Phe Tyr Asp Gly Pro Pro Phe Ala 
Thr G ly Leu Pro His Tyr Gly His Leu Leu Ala Gly Thr Xle Lys Asp 

50 5 „ ,. H i s Tvr Val Pro Arg Arg 

Val Val Cys Arg Tyr Ala Ser Met Asp Gly His Tyr ^ 

IL Gly Tr P Asp cys His Gly Val Pro Val Glu Tyr Glu Val Glu Lys 
Ser Leu Gly Leu Sr Glu Pro Gly Ala Ile Glu Arg Pne Gly val Ala 

100 t -n ^ u a i Phe Ara Tyr Ala Asp Glu 

Asn Phe Asn Glu Glu Cys Arg Lys lie Val Phe Arg Ty^ 

Trp Lys S Phe Val Asp Arg lie Gly Arg Trp Val Asp Phe Ser Ala 

Thr £ Arg Thr Met Asp Leu Ser Phe Met Glu Ser Val Trp Trp Val 

£ Arg Ser Leu Tyr Z Gin Gly Leu Val Tyr Glu Gly Thr Lys Val 

val Pro Phe ser 5£ Lys Leu Gly Thr Pro Leu Ser Asn Phe Glu Ala 

G1 y Cln Asn ^ Lys Glu Val Asp Asp Pro Ser Val Val Val Lys Phe 

195 * A,n Gin Gly Phe Leu Leu Ala Trp Thr Thr Thr Pro 
Ala Leu Gin Asp Asn Gin Gly Fne ^ 

210 21 , ,-> = ,,_ n His Pro Glu Leu Thr 

Trp Thr Leu val S.r Asn Met Ala 1» Ala val Hi. Pro ^ 

Z val Arg He Asp w =1. s.r sly Asp «« Tyr xle ,.u ol» 
oin Glu S« L.eu Pro Aro Trp Phe Pro Asp Ar g olu s.r Tyr 31u Trp 

260 z ^ 
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lie Gly Gin Leu 
275 

Leu Phe Pro Tyr 
290 

Leu Pro Ala Asp 
305 

Met Ala Pro Ala 

Asn Val Pro Leu 
340 

Glu Val Lys Asp 
355 

lie Ala Arg Arg 
370 

Val Arg His Arg 
385 

Tyr Lys Ala Val 

Lys Met Leu Lys 
420 

Lys Gin Gly Arg 
435 

lie Ser Arg Asn 
450 

Asp Asp Gly Glu 
465 

Leu Ser Gly Gin 

lie Glu lie Asn 
500 

Phe Asp Cys Trp 
515 

Tyr Pro Phe Glu 
530 



Ser Gly Lys Ser 
280 

Phe Gin Asp Lys 
295 

Phe lie Glu Glu 
310 

Phe Gly Glu Ala 
325 

Val Cys Pro Val 

Phe Val Gly Glu 
360 

Leu Lys Asn Glu 
375 

Tyr Pro Phe Cys 
390 

Asn Ser Trp Phe 
405 

Ala Asn Glu Ser 

Phe Gly Lys Trp 
440 

Arg Tyr Trp Gly 
455 

Leu Leu Val lie 
470 

Lys lie Val Asp 
485 

Gin Asn Gly Lys 

Phe Asp Ser Gly 
520 

Arg Ala Glu Glu 
535 



Leu Val Gly Gin 

Lys Glu Leu Gly 
300 

Ser Glu Gly Thr 
315 

Asp Phe Phe Ala 
330 

Asp Asn Gin Gly 
345 

Tyr lie Lys Ser 

Asn Lys Leu Phe 
380 

Trp Arg Thr Asp 
395 

Val Ala Val Glu 
410 

lie His Trp Thr 
425 

Leu Glu Gly Ala 

Thr Pro lie Pro 
460 

Gly Ser lie Gin 
475 

Leu His Arg His 
490 

Ser Phe Arg Arg 
505 

Ala Met Pro Tyr 

Thr Glu Ala Leu 
540 



Ser Tyr Glu Pro 
285 

Ala Phe Arg lie 

Gly lie Val His 
320 

Cys Gin Glu His 
335 

Cys Tyr Thr Ala 
350 

Ala Asp Lys Gly 
365 

Tyr Gin Gly Thr 

Ser Pro Leu lie 
400 

Lys Val Lys Ser 
415 

Pro Gly His lie 
430 

Arg Asp Trp Ala 
445 

lie Trp Arg Ser 

Glu Leu Glu Ala 
480 

Phe lie Asp Glu 
495 

lie Pro Tyr Val 
510 

Ala Gin Asn His 
525 

Leu Pro Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 455: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 177 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 450546 .. 45107 6 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 455: 

Lys Leu Tyr Leu Phe Lys Gly Val Phe Phe Val Tyr Val Phe Ser Asn 

15 10 15 

Thr Phe Phe Phe Met Gin His Ala His Asn Ala Asp Ser Phe Pro Ala 

20 25 30 

Trp Asp Cys Leu Gin His Asn Tyr Leu Arg Arg Asn Ala Leu Thr Ser 

35 40 45 

Phe Cys Ser Tyr Val Pro lie Leu Ser Thr Val Val Gly lie Arg Thr 

50 55 60 

Leu Tyr Asn Met Arg Lys Leu His Gin Ala Phe Val Arg Arg Thr Gly 
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75 80 



£y P„. « c ys Gin Asn « »» » XI. «o c yS Asn W s « Pr. 

cy , « ix« .i. Si w «» »p f 0 ° oln vsl " U ^ ifo 

oxn =lu Val £ Oly »• «- S " U ^ S = S " ^ " e 

« ws X «- «, »x - - ~ s; Ma TOr ph * set 

KO ™ D.u ,eu Pro Qlu «» Asp Al. - II. =X„ ~ ~o « S «„ 
£ G l„ S.r «, XI. P- «lu «- « « s.r oxu »r Pro «, s.r 



165 

Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 456: 

(i) CARACTERISTIPUES DE LA SEQUENCE: 

(A) LONGUEUR: 160 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vlil , POSITION DANS LE GENOME, oo„pl«-«nt (451144 . .451623, 
, xi ) DESCRIPTION DE LA SEQUENCE : SE 8 ID HO: 456, 

Ly , „. «. «» « - «• »■ " u wu p " Ala S 1 val 

«u L~ Ala L Asp «, s.r «r «l W- «Y «« ^ «- S « 

H1 , ^ II. A° 3 ». «y P- -X «. AX, so, Pro V.I IX. olu 
OIy M9 £« s.r P.. Olu „ s.r « - -X «p V.X s« « 

50 T _„ -rhr M et Glu Ser Phe Tyr Arg 

Gin Pro Glu Glu He Arg His Gin Leu Thr Met c g() 

65 70 „ i to,, Thr Glv Glu Leu Glu Val Tyr 

Asp Glu Gin Lys Lys Lys Arg Val Leu Thr Gly g5 

85 » ov^ r-iv Rsd Tvr Leu Leu Lys Asn Gly 

Pro His lie Val Lys Asn Asn Pro Gly Asp Tyr ^ 

100 n^-r c; P r He Asp Leu Ser Lys 

Glu Asp Val Val Ala Phe Val Tyr Ala Thr Ser ^p 

115 1 Ser Arg Pro Asn Asn 

Trp Leu Gly Lys Pro Val Val Leu Glu cys Val Ser Arg 

130 13b Teu ser val Lys Glu Gly Ala 

His Phe Ala Phe Pro Ala Tyr lie Val Leu Ser y 1&Q 

145 150 



(2) INFORMATIONS POUR LA SEQ ID NO: 457: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 359 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (451517 452593 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 457: 

Lys lie Glu Gin Ser Arg Leu Thr Phe Ser Phe Lys Ser lie lie lie 

15 10 15 

Pro Ser Leu Glu Asp Glu Ser Ser Arg Ala Val Asn Ala Ser Leu Glu 

20 25 30 

Ala Gin lie Leu Ala Asn Cys Arg Ser Phe Cys Val Arg Thr Leu Ser 

35 40 45 

lie Ser Met Leu lie Phe Ala Leu Ser Cys Gly Ala Asp Ala Cys Leu 

50 55 60 

Cys Ala Ala Asp Leu Ser Lys Ala Lys Val Glu Ala Ser Val Gly Asp 
65 70 75 80 

Arg Ala Ala Phe Ser Pro Phe Thr Gly Glu lie Lys Gly Asn Arg Val 

85 90 95 

Arg Leu Arg Leu Ala Pro His Thr Asp Ser Phe lie lie Lys Glu Leu 

100 105 110 

Ser Lys Gly Asp Cys Leu Ala Val Leu Gly Glu Ser Lys Asp Tyr Tyr 

115 120 125 

Val Val Ala Ala Pro Glu Gly Val Arg Gly Tyr Val Phe Arg Thr Phe 

130 135 140 

Val Leu Asp Asn Val lie Glu Gly Glu Lys Val Asn Val Arg Leu Glu 
145 150 155 160 

Pro Ser Thr Ser Ala Pro lie Leu Ala Arg Leu Ser Lys Gly Thr Val 

165 170 175 

Val Lys Thr Leu Gly Ala Ala Gin Gly Lys Trp lie Glu lie Ala Leu 

180 185 190 

Pro Lys Gin Cys Val Phe Tyr Val Ala Lys Asn Phe Val Lys Asn Val 

195 200 205 

Gly Ala Leu Asp Leu Tyr Asn Gin Lys Glu Gly Gin Lys Lys Leu Ala 

210 215 ■ 220 

Leu Asp Leu Leu Ser Ser Ala Met Asp Phe Ala Asp Ala Glu Leu Gin 
225 230 235 240 

Lys Lys lie Glu Asp lie Asp Leu Asp Ala lie Tyr Lys Lys Met Asn 

245 250 255 

Leu Ala Gin Ser Glu Glu Phe Lys Asp Val Pro Gly Leu Gin Ser Leu 

260 265 270 

Val Gin Lys Ala Leu Glu Arg Phe Gin Glu Ala Phe Leu Ala Lys Ser 

275 280 285 

Leu Glu Lys Ser Ala Val Lys Val Pro Gly lie Gin His Lys Val Leu 

290 295 300 

Glu Xaa lie Ala Val Val Ser Pro Ala Val Glu Glu Thr Pro Val Val 
305 310 315 . 320 

Thr Lys lie Glu Glu Gin Lys Val Thr Thr Val Pro Val Pro Ala Pro 

325 330 335 

Ser Cys Cys Tyr Arg Ala Gly Ser Arg Phe Lys Leu Cys Gin Arg Phe 

340 345 350 

Phe lie lie Ala Leu Tyr Pro 
355 



(2) INFORMATIONS POUR LA SEQ ID NO: 458: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 188 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(Viii, POSITION DANS LE GENOME : co«pl«»nt (452632 .. 453195, 
(Xi) DESCRIPTION DE LA SEQUENCE = SEQ ID NO: 458, 

G ly al» A!» 11. v,l a»p oi» v»l ~ «» «. — L « u *f " U 
Jxu s„r Thr V* Pro Gin Lys Asn Lys «» <»« «» W »* ~ SM 

L.u L. U Oly fl. II. «" «- «f « °» ^ S" V " 

P h . s.r "in Lys Oly L.u v.l s.r »t u» L.u oly «Y «Y «« 

50 «i His ser Pro Glu His Lys Asp His Pro Asp 

He Asn Met Leu Leu Gin His Ser Pro ^ QQ 

ZL Pro «r Asp L.u « Glu «» II. £. Gin «« «• ~ 
s« II. Gly Pro Tnr S.r .1. - W- ^ «° SS ^ 
cy s L.u Hi. cys II. Oly Ara Al, r»r Val Glu «u Glu Asp A!. 

G1 y v,l sir Asp Glu Asp L.u * *- Aro s.r TrP Asp II. s.r G!n 

130 ^ v« v,i Thr Asp Pro Leu Asn Pro Glu Glu 

Ser Gly Glu Lys Met Tyr Xaa Val Thr Asp ^ igQ 

145 n m, Thr Pro He Gly cys Thr cys Gly Gin 

Gin Phe Asn Val Tyr Leu Xaa Thr Pro i^ i?g 

Pro Tyr Cys Glu "is Val Lys Ala Val Leu Tyr Thr 
180 18b 



(2) INFORMATIONS POUR LA SEQ ID NO: 459: 

(i) C ARAC TER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 434 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vii i) POSITION DANS LE GENOME: 453 567 .. 454868 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 459: 

Met Lys Lys Thr ser Val He Asp Thr Ser Val Leu He Tyr Asp Pro 

l YS Ala Leu Ser Ser Phe Ser Asn Thr Ar 9 He lie lie Pro Phe Thr 

Val lie Glu £u Leu Glu Ser Cys Ala Lys Phe Arg Asp Glu Ser Gly 

Lys AS n Ma Ser Arg Ala Leu Ser Asn He Arg Leu Leu Leu Glu Gin 
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Ser Glu Arg Pro 
65 

Leu Cys lie Glu 

Gin Lys Lys His 
100 

Glu Pro Val Val 
115 

Glu Ala Leu Gly 
130 

Phe Arg Ser Leu 
145 

Thr lie Glu Tyr 

Leu Ser Pro Leu 
180 

Ser Asp Asn Tyr 
195 

lie Leu Ser Leu 
210 

Leu Asn lie Glu 
225 

lie Lys Leu Val 

Leu Ala Leu Ala 
260 

Asn Lys Leu Leu 
275 

Gly Phe Leu Pro 
290 

Pro lie Tyr Asp 
305 

Asp Phe Ser Glu 

Met Glu Ala Leu 
340 

Met lie lie Asp 
355 

lie lie Ser Arg 
370 

Pro Thr Gin lie 
385 

Thr Tyr Leu Val 

Phe Met Thr Arg 
420 

lie Leu 



Ser Ser Gly Gin 
70 

Val Ser Pro Leu 
85 

Leu Thr Leu Glu 

Phe Val Thr Lys 
120 

lie Glu Ala Lys 
135 

Tyr Arg Gly His 
150 

Phe Tyr Lys Asp 
165 

Pro Ser Pro Asn 

Ser Ala Val Gly 
200 

Lys Pro Ala Pro 
215 

Gin Arg Cys Ala 
230 

Thr Leu Met Gly 
245 

Ala Ala Met Tyr 

Val Ser Arg Pro 
280 

Gly lie Lys Glu 
295 

Asn Met Glu Phe 
310 

Thr Leu His Ser 
325 

Thr Tyr lie Arg 

Glu Ala Gin Asn 
360 

Ala Gly Lys Gly 
375 

Asp Ser Leu Tyr 
390 

Gly Lys Phe His 
405 

Thr Glu Arg Ser 



lie Leu Leu Lys 
75 

Val Asn Leu Ser 
90 

Leu Leu Gin lie 
105 

Ser Leu Gly Arg 

Asp Tyr Glu Asn 
140 

Arg Lys Leu Lys 
155 

Gly Ser lie Ala 
170 

Glu Tyr Phe Phe 
185 

Arg Tyr Ser Ser 

Glu Lys lie Trp 
220 

Leu Asp Leu Leu 
235 

Gin Ala Gly Ser 
250 

Gin Val Phe Glu 
265 

lie lie Pro Met 

Ala Lys Leu Met 
300 

Leu Phe Asp Val 
315 

Leu Met Glu Thr 
330 

Gly Arg Ser Leu 
345 

Leu Thr Pro His 

Thr Lys He Val 
380 

Phe Asp Glu Asn 
395 

His Leu Pro Leu 
410 

Glu Leu Ala Ala 
425 



Asn Gly Ser Glu 
80 

Asn His Glu Lys 
95 

He Ser Gin Arg 
110 

Arg Val His Ala 
125 

Lys Cys Val Ser 

Val Ala Asn Ser 
160 

Phe Pro Ser Asp 
175 

Leu Ser Gly Asp 
190 

Lys Asp Asn Lys 
205 

Gly Val Lys Pro 

Leu Arg Asp Asp 
240 

Gly Lys Thr He 
255 

Lys Pro Lys Tyr 
270 

Gly Lys Asp He 
285 

His Trp Met Gin 

Asn Asn Met Gly 
320 

Lys Lys Leu Glu 
335 

Pro Lys Val Phe 
350 

Glu He Lys Thr 
365 

Leu Thr Gly Asp 

Ser Asn Gly Leu 
400 

Tyr Gly His Met 
415 

Ala Ala Ala Thr 
430 



(2) INFORMATIONS POUR LA SEQ ID NO : 460: 

(i) CARACTERISTIQUES DE LA SEQUENCE; 

(A) LONGUEUR: 153 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 
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(vlill POSITION DANS I* GENOME, c=«pl--nt<45«7 J . .455130, 
, X i, DESCRIPTION DE DA SEQUENCE, SEQ ID NO: 460, 
H. Ph. « Tyr v»l Dsu s.r s.r Tyr L.u » — Tyr Deu S.r D.u 
Lu IX. AX, Thr lis »u «y M.t Pro CX„ Thr - oly V.1 cy. 
Mg IX. G l» Sy AX, - «y «.t Pro AX, TV, Pro - XL .» - 
Lau s.r Si «1 Thr «u s.r cys Cys Tyr AX, al» Dys Ar g AX, vaX 
s.r IX. «y Dy= Tyr cxy Dys AX, Ph. v,X «, s.r cys II, Asn L.u 
ZL s.r Pro IX. « AX, Tyr Asn IX. D.n L.u ». Pro Asn D.» « 

85 , lr „ Tv r Thr Met Thr Val Phe Asn Ala Ala 
Val Ser Thr Val Asp Asn Arg Tyr Thr Met ^ 

10° . T „ =n rp-h-r He Val Leu lie Gly 

Ala Glu Thr Arg Thr Leu Gin His Leu Val Thr ^ 

ll 5 H Tlo m,,r- Tie Tvr Arg Val Phe Arg 

Leu Pro Phe Val Val Ala Tyr Ala He Tyr He Tyr 

130 135 
Gly Lys Thr Asp Phe Pro ser He Tyr 



145 150 



(2) INFORMATIONS POUR LA SEQ ID NO : 461: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 222 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(v iii, POSITION DANS LE GENOME : c W l«-t (455367 .. 456032, 
(xl , DESCRIPTION DE IiA SEQUENCE, SEQ ID NO, 46X , 
Met CXu P.. s.r Dell AX, Thr IX. D.u Pro V,X V,X Trp Tyr V,X IX. 
Lu cys IX. AX, V,X Ph. AX, Tyr Ser D.u Gly Asp Gly Ph. Asp ,.u 
Gly D.u s.r Sr IX. Tyr Ph. «u « «*• »P «« "» « 
Le u D.u dL Ash s.r IX. Gly Pro V,X Trp Asp Gly Ash OXu V,X Trp 
Ph. 5°l XX. M.t Ph. AX, Gly « AX, ? ly Ph. Pro Thr AX. Tyr 

Sy Thr «. -« «. - ^ « ™ ™ - ^ M " 

L e» Tyr IX. Ph. « g Gly cys s.r Deu Glu Ph. Ar* S.r Dys AX, Glu 

S .r Asn Ar 3 Trp Dys L« - W -P -X - - ~ «« ~ 

„« s.r if. s.r Ph. Ph. « Gly Thr D.U AX, «y Ash D.u « V,X 

130 135 
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Gly Phe Pro lie 
145 

Leu Phe Phe Arg 

Ala Phe Ala Leu 
180 

Gly Leu His Glu 
195 

Val Thr Trp Phe 
210 



Ala Pro Asp Thr 
150 

Pro Tyr Gin Val 
165 

His Gly lie Ser 

Arg Leu Lys Asn 
200 

Cys lie Phe Pro 
215 



Ser Tyr Ser Ser 
155 

Leu Cys Gly Leu 
170 

Phe Ala Leu Met 
185 

Lys Phe Ser Phe 

Cys Ser Leu Arg 
220 



Leu Ser Trp Lys 
160 

Phe Val Val Ala 
175 

Lys Thr Thr Glu 
190 

Met Phe Cys Leu 
205 

Leu Phe 



(2) INFORMATIONS POUR LA SEQ ID NO : 4 62: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 44 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : complement (456047 . . 457384 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 462: 

Met Ser Ala Glu lie Leu Ala Arg Val Gin Phe Ala Leu Phe lie Gly 

15 10 15 

Phe His Tyr Leu Phe Val Pro lie Ser Leu Gly Leu Ser lie Met lie 

20 25 30 

Val Leu Met Glu Gly Leu Tyr Leu Phe Thr Lys Lys Ser lie Tyr Lys 

35 40 45 

Gin Leu Thr Trp Phe Trp lie Lys lie Phe Thr Leu Thr Phe Val Val 

50 55 60 

Gly Val Val Thr Gly Leu Met Gin lie Phe Ser Phe Gly Ala Asn Trp 
65 70 75 80 

Ser Arg Phe Ala Glu Tyr Thr Gly Asn Val Phe Gly Met Phe Leu Gly 

85 90 95 

Ser Glu Gly Met Phe Ala Phe Phe Leu Glu Ser Gly Phe Leu Gly Val 

100 105 110 

Leu Leu Phe Gly Arg Tyr Lys Val Ser Lys Lys Met His Phe Phe Ser 

115 120 125 

Ala Cys Met Val Ala Leu Gly Ala His Met Ser Ala Phe Trp lie Val 

130 135 140 

Cys Ala Asn Ser Trp Met Gin Thr Pro Ser Gly Tyr Glu Met Val Met 
145 150 155 160 

Arg Asn Gly Met Leu Val Pro Gin Met Thr Ser Phe Trp Ala Ala Val 

165 170 175 

Leu Ser Pro Ser Ala Leu Gin Arg Phe Thr His Val Val Leu Gly Ala 

180 185 190 

Trp Leu Ser Gly lie Phe Leu Val Leu Ser Val Ser Ala His Tyr Leu 

195 200 205 

Arg Lys Glu Arg His Lys Asp Phe Ala Asn Gin Gly Leu Lys lie Ser 

210 215 220 

Met Phe Cys Ala Phe Leu Val Leu Ala Leu Gin Leu Trp Ser Ala Asp 
225 230 235 240 

Val Thr Ala Arg Gly Val Ala Lys His Gin Pro Ala Lys Leu Ala Ala 

245 250 255 

Phe Glu Gly Val Phe Lys Thr Gin Glu His Thr Pro lie Tyr Leu Leu 
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oly II. val »sp «- « S «« « 

s « oly Su s.r L.u Leu v»l His «. » W; 
Gly w Asp Gin Phe Pr * 315 
E Gl» Thr W Hi- - « »1 L.u «P «» 

, ,„ S p». « ^ ws Lys s " 3! 

« »» - s: 

- - «J - - » ^ ?S ^ Glu Vll '« M Pro 

Leu cys Asn Glu He Gly Trp He Ser TH ^ 

I ii v. - ^ s * - - s - • 7; 
s - - - - - - - s " s Ile Lm phe SK 

420 *™ t on lie Glu Val Asp Leu 

Gly Glu Gly Pro ASP Glu Gin Asp Leu 

435 

(2) INFORMATIONS POUR LA SEQ ID NO : 463: 

m CARACTERI STIQUES DE LA SEQUENCE: 

i SSuEUR: 264 acides amines 

ml TYPE: acide amine 

$ CONFIGURATION: lineaxre 

(iii) HYPOTHETIQUE: oui 

(vlli) POSITION DANS « GENOME ■- 

„ ™^ THr Pto Leu Leu Glu He Als. 
„.t Ph. val oly lie ^ Tyr Tyr Thr TM P 

- — "Trii: :::::: e ii 
:;jri;: 1 :i:;irjL l .v,i^ r ^---r 

le „ Leu Ale L.u - « ™ « - « ™ * £ * 

85 «k ti p asd His Leu Thr Ala Cys He 

Val He Asn Met Gin Asp Glu Phe II. Asp Hi ^ 

10° , Tle 111 Ala Leu He Val Leu Glu Asn 

ovr Ar g Met Ala Glu Arg Gin He Gly Ala L ^ 

i „ s - - - - s - - - a ~ : : 

to S - ~ -» ? S ~ - Glu " a - 



I 50 

145 
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His Leu His Asp 

Ala Arg Val lie 
180 

Ser Met Gly Thr 
195 

Asp Ala Leu Val 
210 

Ala Arg Asp Gly 
225 

Ala lie Leu Arg 

lie lie Ser Trp 
260 



Gly Ala Val Leu 
165 

Leu Pro Leu Ala 

Arg His Arg Ala 
200 

lie Val Val Ser 
215 

lie Leu Thr Arg 
230 

Ser lie Leu Thr 
245 

Met Arg Lys Lys 



Met Arg Gly Glu 
170 

His Asp Thr Thr 
185 

Ala Leu Gly Ala 

Glu Glu Thr Gly 
220 

Gly Val Lys Met 
235 

Arg Asn Glu Arg 
250 



Thr lie Ser Tyr 
175 

Gin Leu Ser Arg 
190 

Ser Gin Arg Thr 
205 

Ala Val Ser Leu 

Asp Arg Phe Lys 
240 

Lys Thr Asn Pro 
255 



(2) INFORMATIONS POUR LA SEQ ID NO : 464: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 37 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 458508 459 632 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 464: 

Val Leu Pro Leu Leu Ser Gly Arg Leu Gin He Lys Ser He Thr He 

! 5 10 15 

Thr Arg Thr Phe His Asn He Pro Val Arg Val He Asp Leu Ala Pro 

20 25 30 

Glu Gin Thr Val He Gly Leu Gin Ala Asn Gly Leu Leu Lys Lys Lys 

35 40 45 

Val Ala Met Met He Thr Gly Asn Lys Ser Val Val Glu Lys Leu Arg 

50 55 60 

Pro Ser Asn Leu Glu He Val He Ser Ala Lys Gly Arg Thr Glu Ser 
65 70 75 80 

Trp He Glu Thr He Asp Pro Tyr Asn Leu Val Cys Leu Asp Thr Asp 

85 90 95 

He His Leu Arg Lys Asn He Lys Ser Val Thr Ser Glu Asp He Phe 

100 105 HO 

He Arg Leu Thr Gin Phe Val Thr Glu Asp Val Ser Val Thr He Thr 

115 120 125 

Lys Pro He Gly Arg Ala Pro Lys Gly Tyr Glu Tyr Leu Asp Thr Trp 

130 135 140 

Pro Lys Tyr Leu Val Gin Lys Val Ser Gly Pro Lys Glu Tyr Val Ser 
145 150 155 160 

Ser Leu Lys Asp His Gly Leu Glu Leu Thr Phe Asn Leu Asn Lys Val 

165 170 175 

Ser Phe Glu Glu Leu Asp Arg Asn Arg Leu Ala Gin Gly Asn Leu Asp 

180 185 190 

Glu Val Val Tyr Leu Val Pro Glu Asp Trp Lys Lys Val Tyr He Pro 

195 200 205 

Phe Asp Asn Ser Tyr Met Glu Leu Asn Asp Pro Gin Ala Asp Phe Leu 

210 215 220 

Arg Leu Leu Phe Leu Lys Gin Glu Phe He Pro Leu Asn He Asn Leu 
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235 240 



23 0 _ Qor Gln L eu Val Asn Pro 

HI Val Leu Leu Phe Pne Pro Val Olu A- ser 

245 p ro Leu val Leu Asn Hxs Gly 

, Tvr Tyr Leu Glu Glu Asn Ala Pro De ^ 

Gin Asn Tyr lyr 265 

260 Val Lys Asp Val Ser hi* 

Ile Tyr Gin Met Asp Leu Pro Leu Tyr V ^ 

275 , *!° Ile A la Leu Thr He He Met Glu 

r>Vio T eu Asp Val Val Lys Asn Asn lie Ai 

"° , ser «» « »« His Phe "« »!■ " "» ^ 1 0 

305 ^ Leu Glu Asn Thr Phe vai 

ph - t 1 1 • - - - - - - ss - Giy 

T 2 Z % ~ « - - - « - - ss - ph ' lsp 

Ile Arg His ^ 360 

Gln Asn Giy Glu Pro Leu Pro 

370 

(2) INFORMATIONS POUR LA SEQ ID NO: 465: 

M> CARACTERI STIQUES DE LA SEQUENCE : 
J LoSuEUR- 455 acides amines 
fPt TYPE: acide amine 

$ Configuration: lineage 

(iii) HYPOTHETIOUE: oui 
(viii) POSITION DANS I»E GENOME : 

osschption d E » sequence, seo id »■ 

*«r ser ser Leu Arg Leu Phe ser Lys u y 
Pro Arg Ser ^ ^ Leu Ala 

Phe Tyr Phe lie Ser Asp Phe Arg 

A ° la Phe pro Glu Lys ser Phe Ala Glu Arg Tyr 

si— r- :;«:::r,:.i:i;~ 

7 X Z 5": 1. 1 ~ "". S: I .» »■ s; " - 

□» «p „. Mg Qin olu Gly sl , tl . 

Glu Leu Asp His Phe phe ser Arg 140 le 

Pile cys Giy His Gl» £ Asn TrP Glu « «- «- « '„„ 

Leu Phe cys Giy 155 Ar 

145 ^ pro Gly Leu Ala Phe Ala Lys Pro Val Ly 

^r Lys Arg Tyr Pro ^ ^ ^ 

Arg L eu Asn Gin Lys He He Ser Leu Arg 
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He 


Val 


Pro 


Pro 


Gin 


Asn 


Ala 


He 


Asn 


Gin 


Ala 


Leu 


Arg 


Ala 


Leu 


His 






195 










200 










205 








Arg 


Gly 


Glu 


Val 


Val 


Gly 


He 


Val 


Gly 


Asp 


Gin 


Val 


Leu 


Leu 


Ser 


Ser 




210 










215 










220 










Glu 


Tyr 


Ser 


Tyr 


Pro 


Leu 


Phe 


Gly 


Ser 


Gin 


Ala 


Phe 


Thr 


Thr 


Thr 


Ser 


225 








230 










235 










240 


Pro 


Ala 


Leu 


Leu 


Ala 


Tyr 


Lys 


Thr 


Lys 


Lys 


Thr 


Val 


He 


Ala 


Val 


Ala 










245 










250 










Zoo 




He 


Tyr 


Arg 


Lys 


Pro 


Asn Gly Asn 


Tyr 


Leu 


Val 


Val 


Pro 


Ser 


Lys 


Ala 








260 










265 










270 






Phe 


His 


Ala 


Asn 


Thr 


Glu 


Leu 


Ser 


He 


Arg 


Glu 


Ser 


Thr 


Glu 


Gin 


Leu 






275 










280 










285 








Met 


Asp 


Arg 


Leu 


Met 


Arg 


Phe 


Leu 


Glu 


Lys 


Gly 


He 


Thr 


Cys 


Lys 


Pro 




290 










295 










3 00 










Glu 


Gin 


Trp 


Leu 


Trp- 


Leu 


His 


Lys 


Arg 


Trp 


Lys 


Arg 


Lys 


Leu 


Arg 


His 


305 










310 










315 










O O A 

32 0 


Lys 


Phe 


Lys 


Arg 


Arg 


Tyr 


Ala 


Phe 


Ser 


His 


He 


Leu 


He 


He 


T 7"—. T 

val 


Lys 










325 










330 










"3 "3 C 

-Job 




Gly 


Thr 


Ser 


Leu 


Gin 


Ala 


Leu 


Gin 


Arg 


Phe 


Leu 


He 


Glu 


Phe 


Gly 


Glu 








340 










345 










3 50 






Phe 


Tyr 


Ala 


Asp 


Ala 


Ser 


Leu 


Ser 


Leu 


Ala 


He 


He 


Gly 


Ala 


Thr 


Asp 




355 










360 










3 65 








Thr 


Val 


Leu 


Ala 


Asn 


Ser 


Phe 


Ala 


Pro 


Tyr 


Ser 


Leu 


Gin 


Phe 


Pne 


Ser 














375 










380 










Ser 


Glu 


Glu 


Glu 


Leu 


Leu 


Ala 


Ala 


Pro 


Asn 


Phe 


Phe 


Pro 


Ala 


He 


Val 


385 










390 










395 










400 


Asp 


Leu 


Phe 


Gly 


Leu 


Ser 


Arg 


Lys 


Thr 


Arg 


Leu 


His 


Tyr 


Lys 


Arg 


Thr 








405 










410 










415 




Gly 


Ser 


Arg 


Lys 


He 


Phe 


Thr 


Arg 


Asn 


Glu 


Leu 


Lys 


Asp 


Ser 


Leu 


Leu 








420 










425 










430 






Gin 


Lys 


Gin 


Ser 


Leu 


He 


Gin 


Ser 


Phe 


His 


Lys 


Leu 


Leu 


Arg 


Arg 


Val 




435 










440 










445 








Asp 


Thr 


Arg 


Ser 


Arg 


Lys 


Gly 





















450 455 



(2) INFORMATIONS POUR LA SEQ ID NO : 466: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 143 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (461196 461624) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 466: 

Met Ser Glu His Val His Lys Glu Leu Leu His Leu Gly Glu Val Phe 

15 10 15 

Arg Ser Gin Arg Glu Glu Arg Ala Leu Ser Leu Lys Asp Val Glu Ala 

20 25 30 

Ala Thr Ser He Arg Leu Ser Ala Leu Glu Ala He Glu Ala Gly His 

35 40 45 

Leu Gly Lys Leu He Ser Pro Val Tyr Ala Gin Gly Phe Met Lys Lys 

50 55 60 

Tyr Ala Ala Phe Leu Asp Met Asp Gly Asp Arg Leu Leu Lys Glu His 
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75 



65 T tvs lie Phe Gin Glu Phe Ser Asp Gin Asn Met Asp 

Pro Tyr Val Leu Lys lie Pne ^ 95 

85 M.t Glv Gly Arg Asn Ser Pro Glu Lys 

Met Leu Leu Asp Leu Glu Ser Met Gly Gly A ^ 

100 T „, rlv Trp Ala Gly Val Phe Val Val 

Ala lie Arg Ser Trp Leu Asn Leu Gly Trp 

115 Tie Trp Trp Leu Gly Asn Leu Phe Asn Leu Phe 

Gly Ala Ala cys He Trp Trp u * 14Q 



(2) INFORMATIONS POUR LA SEQ ID NO: 467: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

A SoNGUEUR: 245 acides amines 

IB) TYPE: acide amine 

(D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viil , POSITION D*NS LE GENOME : 461887 .. 462621 
, xl , DESCRIPTION DE I* SEQUENCE : SEQ ID -O : 467, 

l„ „ « «iu u «y - « 116 s " Ile pr ° " ? 

li » «n & « Pro ~ - s.r cvs v»l . OX. « 
Z Ly s fx. v,! v,l ox„ cx y S. ox, - - -» - - - 7 

£ «u «. - xx. - - - ~ - - ~ v>1 ur 

„ 70 , t i lu ser Gly Lys Gly Asp 

fx, ftsp « «, « « xx. oxy v,x « « 5 

P te P„. ox y Pro £. C T-r - oxy - - £ 
ila xxe OX» £ « ^ - ~ ~ WS 51 " 

1 « is «. .» - « - - «- ~ s: w s " ~ r 

1 £ ». V.X XX. »r S - » - -f - - ~ If. 

- l „Xn » £ « ~ - L- S. - ~ S ~ 

A l« M» «« Ol» 170 Ala Ile 

H. II. A»P »» L.u M. P« HI. P« «. °V 190 

180 „ „„ »lo W VaX W» M» =1" «* Val Mg 

s.r Asp OIn Phe Ala sir s.r olo Arg v JM 

y s js Zl ~ « XX. OXu £ XX. «n «. HU „ - OXU OI» 



230 

225 

Leu Pro Tyr Thr Pro 
245 
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(2) INFORMATIONS POUR LA SEQ ID NO: 468: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 288 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement (462895 .. 463758 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 4 68: 

Trp Ser Gly Met Leu Lys Val Leu Phe His Thr Met Thr Leu Phe Gly 

1 5 10 15 

His Leu Leu Ser Thr Pro He Tyr He Val Gly Asp Ala Cys Gly Lys 

20 25 30 

Asp Arg Asp Glu Tyr Lys Asn Pro Pro Leu Arg Ala Phe Ser Phe Glu 

'35 40 45 

Ser Gin Phe Leu Gin He Glu Asn Ala Lys Phe Lys Thr Leu Pro Asp 

50 55 60 

Gin Ser Leu Gly Tyr Arg Gin Ala Asp Thr Ser Leu Phe Ala Thr He 
65 70 75. 80 

Pro Val Thr Glu Met Ser Gly Phe Leu Leu Ser Ser Arg Tyr Leu Gly 

85 90 95 

Ala Glu Val Ser Trp Lys Ser Ser Lys Glu Leu Gin Asp Thr Asp Pro 

100 105 HO 

Gin Ala Val Gly Tyr Phe Ala Phe Gin Asp Lys Ser Phe Tyr Gin Tyr 

115 120 125 

He Thr Leu Ser Val Gly Ala Tyr Thr Leu Ala Leu Thr Asn Trp Gin 

130 135 140 

Trp Ser Val Leu Phe Ser Gly Met Val Asp Pro Glu Asn He Glu He 
145 150 155 160 

Gly Ser Gly Leu Tyr Gin Val Val Leu Ser Ser Lys Tyr His Ala Ser 

165 170 175 

Lys Ser Leu Ser Val He Met Gly Val He Asn Glu Val Gly Leu His 

180 185 190 

Asp Lys Gin Ala Trp Pro Leu Leu Gly Phe Ser Tyr Lys Pro Glu Asp 

195 200 205 

Arg Leu Thr Leu Asn Cys He Tyr Pro Val Asn Phe Ser Ala Glu Tyr 

210 215 220 

Gin Cys Thr Pro Val Cys Asp Leu Gly Val Ala Tyr Arg Leu Thr Arg 
225 230 235 240 

Leu Arg Lys Lys Phe Pro Lys Asn Ser Leu Ala Thr Ser Glu Gly He 

245 250 255 

Phe Glu Tyr Ser Gly Arg Glu He Glu Gly Asn He Lys Leu He Phe 

260 265 270 

Trp Pro Gly Gin Asn Leu Lys Met Phe Gly Gly Tyr Phe Arg Arg Glu 
275 280 285 



(2) INFORMATIONS POUR LA SEQ ID NO: 469: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 194 acides amines 

(B) TYPE: acide amine 

{ D ) CONFIGURATION : 1 ineaire 
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(iii) HYPOTHETIQUE: oui 

(vlil) POSITS LE GENOME •- 464048 . .46,62, 

(xl) OESCKXPTIO* OE » ««». ™ » ~ " 

i» His Phe Leu Asn Leu Val Phe Pro Clu Arg ^ 

P 20 ^ r f ro Lys Ala Ala Leu Ser He Ala 

Met Ser Pro Leu Ala Gin Lys Tyr 

35 rlv lie Leu Lys Leu lie lnr 

ser L eu Ala Gly Phe ^ ™ Gly 

50 , lla giv Leu Phe Val Phe Pro lie Arg Gly 

val Leu cys Ala Ala Gly 75 ^ 

65 Phe His lys Ser Phe Gin Gly cys Ser Gly Ty 

ser cys Leu Phe His Ly ^ ^ 

u *p Leu Ser Leu Phe Ser Leu Ala Leu Thr 

Ala Thr Phe Leu ^ei g 

100 „ plie ne Phe Pro Met He ser 

tio Thr Trp Ala Pro Gly Phe , 2 s 

Val ser Cys He Thr Trp 125 

115 ^ lla T hr Val Glu Thr Cys Phe Gin He iy 

val ser He Ala Phe Ala Thr 

130 reu Glu His Lys Pro Ser Ser ser 

His Leu Phe Pro Ala Leu ^ 

145 , lla Ala Lys Leu Pro Arg Ser Ser Ser Ai 

Glu He Ala Ala Ala Ly ^ ^ 

ion 



180 

Ser Ala 



(2) INFORMATIONS POUR LA SEQ ID NO: 470: 

m CARACTERISTIQUES DE LA SEQUENCE : 

i SuEUR: 37 6 acides amines 

{■a\ TYPE: acide amine 

SI CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : 

, DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 470: 

(xl ) DESCRIP ^ pro 

„ i t,u Ser Val Phe Cys Phe Trp Asp Asn Pn 
He Leu Val Leu Ser va 1Q 

1 „ val Pro Pro Gin Ser Pro Gin Gin Val Lys Gly 

Val Thr Pro Val ^ ^ ^ ^ 

ser .g Phe Leu Thr Ala « y « « ^ _ ^ 



70 

65 



1216 



Ala Leu Ala lie Gly Ala Leu Gly Val Thr Leu Leu Val Ser Asp Leu 

85 90 95 

Ala Glu Ser Gin Lys Ser Lys Glu lie Ala Asp Thr Val Ala Ala Val 

100 105 110 

Ser Leu Pro Phe lie Leu Thr Gly Thr Ala Ala Gly Leu Met Phe Ser 

115 120 125 

Ala lie Ala Val Gly Lys Gly Ala Val lie Leu Ala Asn Pro Leu Phe 

130 135 140 

Leu Met Gly Ser Met Thr Leu Gly Phe Ala Leu Met Ser Leu His Arg 
145 150 155 160 

Val Thr Tyr Gin Tyr Leu Ser Asn Arg Glu Gin Trp Lys Gin Gin Lys 

165 170 175 

Lys Leu Glu Gin Val Glu Leu Ala Ala Trp Glu Ser His Leu Pro Lys 

180 185 190 

Glu Ser Lys Ser Ser Ala Leu Glu Glu Val Arg Tyr Ser Pro Arg Leu 

195 200 205 

Met Lys Arg Gly Lys Thr Trp Arg Lys Arg Ala lie Arg Arg Lys Asn 

210 215 220 

Tyr lie Pro lie Pro Leu Val Asp Lys Thr Leu Gin Thr Met Gin Pro 
225 230 235 240 

Asp Ala Leu Phe Ser Ser Thr Thr Thr His Ser Thr Asp Ser Glu Gin 

245 250 255 

He Leu Thr Ser Val Ser Pro Gin Ser Ser Asp Thr Glu Ser Ser Ser 

260 265 270 

Ser Ser Ser Phe His Thr Pro Pro Asn Ser Asp Lys Glu Leu Ser Asp 

275 280 285 

Ser Asn Ser Ser Asp Ser Ser Ser Ser Ser Glu Tyr Met Asp Ala Leu 

290 295 300 

Glu Thr Val Ala Ala Gly Asp Val Ser Gly He Thr Pro Pro Ser Lys 
305 310 315 320 

Pro Ser Ser Ser Pro Lys Thr Thr Arg Arg Val Val Lys Leu Ser Arg 

325 330 335 

Ser Glu Arg Asn Ala Gin His His Arg Asn Lys Asp Gin Glu Gin Arg 

340 345 350 

Gin Asp Ser Ser Glu Ser Ser Asp Glu Glu Ser Ser Ser Asp Ser Ser 

355 360 365 

Gin Lys Lys Lys Pro Ser Arg Lys 
370 375 



(2) INFORMATIONS POUR LA SEQ ID NO: 471: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 43 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 466113 4 6742 0 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 471: 

Asn Asn Met Gly He Ala His Thr Glu Trp Glu Ser Val He Gly Leu 

15 10 15 

Glu Val His Val Glu Leu Asn Thr Glu Ser Lys Leu Phe Ser Pro Ala 

20 25 30 

Arg Asn His Phe Gly Asp Glu Pro Asn Thr Asn He Ser Pro Val Cys 
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« Gly & m c» ~ ~ "° - «» - mp Aia vsi ;:° 
L s. v. - - - - - - - ?? - ~ " u i 

£ Mg » „ «. « ^ ~ ^ - » - - ?? 

85 Pll „i S Pro lie Val Arg Gly Gly cys He 

Phe Gin He Thr Gin Tyr Glu His Pro 

1°° , „, , TV o Thr Phe Xaa Leu Ala Gin Thr 

Arg Ala Val Val Glu Gly Glu Glu Lys Thr ^ 

115 As. Ala Gly Me°t Leu Lys His Phe Gly Asp Phe Ala 

„ is L eu Glu Asp Asp Ala Gly 

Gly va°i Asp Asn Arg Ala Gly Val Pro Leu XL 0l« 

-T/c 150 v^l Ala Tyr Ala Asn Ala 

Ly 5 s Pro cys Met P f Ser Ala Glu Asp Ala Val Ala Ty 

165 m tip G1V He Ser Asp Cys Asn Met Glu 

Le u Val Ser lie Leu Gly Tyr He Gly 

I 80 , i tor, Tie Ser Val Arg Pro Arg Gly 

rlu Gly ser He Arg Phe Asp Val Asn He 

: i in « «. » - - «u ». w . « - » ~ ~ 

|= v « « » « ~ - - v. s 

Glu Tyr 2bU Arg 

Ala Thr Tyr Arg Trp As P Pro Glu Lys Lys Lys 

A la Thr y ^ 26 s ^ prQ Asp Leu 

Leu Lys Glu Arg Ala Glu Asp Tyr Met Tyr ^ 

Pro val Leu Gin He Thr Glu Thr Tyr He Asp Glu Val Arg Gin Thr 

Z in - - - - ~ - - r Met s " r Ile Thr ASP - 

l AlaGluAspLi^^etHeLeuValGlyAspArgHis^ 

325 *k Mot- ser cys Lys Asn Tyr Arg Ala 

Ala His Phe Phe Glu Thr Ala Thr Met Ser Cys y ^ 

: l - z n. - ~ - js - - « s 

355 m „ J?" Ile L eu Pro Glu Trp Val Ala Gin 

nv Lvs Thr Leu Leu Phe Thr Gly He Leu 

s ». - « « s - - - 5 -» - s - :; s r: 

405 r Dm Met Thr Asp Asp His Aia 

Ile Leu Arg Arg His Pro Ser Leu Leu Pro 



420 

Leu Arg Tyr Arg 
435 



(2) INFORMATIONS POUR LA SEQ ID NO: 472: 

CARACTERI STIQUES DE LA. SEQUENCE: 
A, LONGUEUR: 491 acides amines 
m> TYPE: acide amine 
\l\ CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (467419 468891 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 472: 

Met Tyr Arg Lys Ser Ala Leu Glu Leu Arg Asp Ala Val Val Asn Arg 

15 10 15 

Glu Leu Ser Val Thr Ala lie Thr Glu Tyr Phe Tyr His Arg lie Glu 

20 25 30 

Ser His Asp Glu Gin lie Gly Ala Phe Leu Ser Leu Cys Lys Glu Arg 

35 40 45 

Ala Leu Leu Arg Ala Ser Arg lie Asp Asp Lys Leu Ala Lys Gly Asp 

50 55 60 

Pro lie Gly Leu Leu Ala Gly lie Pro lie Gly Val Lys Asp Asn lie 
65 70 75 80 

His lie Thr Gly Val Lys Thr Thr Cys Ala Ser Lys Met Leu Glu Asn 

85 90 95 

Phe Val Ala Pro Phe Asp Ser Thr Val Val Arg Arg lie Glu Met Glu 

100 105 110 

Asp Gly lie Leu Leu Gly Lys Leu Asn Met Asp Glu Phe Ala Met Gly 

115 120 125 

Ser Thr Thr Arg Tyr Ser Ala Phe His Pro Thr Asn Asn Pro Trp Asp 

130 135 140 

Leu Glu Arg Val Pro Gly Gly Ser Ser Gly Gly Ser Ala Ala Ala Val 
145 150 155 160 

Ser Ala Arg Phe Cys Pro lie Ala Leu Gly Ser Asp Thr Gly Gly Ser 

165 170 175 

lie Arg Gin Pro Ala Ala Phe Cys Gly Val Val Gly Phe Lys Pro Ser 

180 185 190 

Tyr Gly Ala Val Ser Arg Tyr Gly Leu Val Ala Phe Gly Ser Ser Leu 

195 200 205 

Asp Gin lie Gly Pro Leu Thr Thr Val Val Glu Asp Val Ala Leu Ala 

210 215 220 

Met Asp Ala Phe Ala Gly Arg Asp Pro Lys Asp Ser Thr Thr Arg Asp 
225 230 235 240 

Phe Phe Lys Gly Thr Phe Ser Gin Ala Leu Ser Leu Glu Val Pro Lys 

245 250 255 

Leu lie Gly Val Pro Arg Gly Phe Leu Asp Gly Leu Gin Glu Asp Cys 

260 265 270 

Lys Glu Asn Phe Phe Glu Ala Leu Ala Val Met Glu Arg Glu Gly Ser 

275 280 285 

Arg lie lie Asp Val Asp Leu Ser Val Leu Lys His Ala Val Pro Val 

290 295 300 

Tyr Tyr lie Val Ala Ser Ala Glu Ala Ala Thr Asn Leu Ala Arg Phe 
305 310 315 320 

Asp Gly Val Arg Tyr Gly His Arg Cys Ala Gin Ala Asp Asn Met His 

325 330 335 

Glu Met Tyr Ala Arg Ser Arg Lys Glu Gly Phe Gly Lys Glu Val Thr 

340 345 350 

Arg Arg lie Leu Leu Gly Asn Tyr Val Leu Ser Ala Glu Arg Gin Asn 

355 360 365 

lie Phe Tyr Lys Lys Gly Met Ala Val Arg Ala Arg Leu lie Asp Ala 

370 375 380 

Phe Gin Ala Ala Phe Glu Arg Cys Asp Val lie Ala Met Pro Val Cys 
385 390 395 400 

Ala Thr Pro Ala He Arg Asp Gin Asp Val Leu Asp Pro Val Ser Leu 
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405 410 415 

Tyr Leu Gin Asp He Tyr Thr Val Ala Val Asn Leu Ala Tyr Leu Pro 

420 ^25 4JU 

Ala lie Ser Val Pro Ser Gly Leu Ser Lys Glu Gly Leu Pro Leu Gly 

435 440 445 

Val Gin Phe He Gly Glu Arg Gly ser Asp Gin Gin He cys Gin Val 

Gly Tyr Ser Phe Gin Glu His Ser Gin He Lys Gin Leu Tyr Pro Lys 
465 470 475 

Ala Val Asn Gly Leu Phe Asp Gly Gly He Glu 
485 490 

(2) INFORMATIONS POUR LA SEQ ID NO: 473: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 125 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement (468906 .. 469280) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 473: 
Gly Phe Phe Cys Phe Lys Lys Phe Gly Gly Phe Phe Phe Phe Leu Gly 
Ser Cys Leu Pro Phe Phe Gly Leu Glu Val Ala Gly Phe Phe Phe Asn 
Gin Gly Gly He Leu Phe Phe Ala Lys Asn Ala Ala Leu Glu Leu Glu 
Asp Ala His Val Glu Glu Phe Val Thr Ser Met Asn Asp Val He Ala 
Leu Met Gin Glu Val lie Ala He Asp He Ser Asp He He Leu Glu 



aL Thr Val His His Phe Val Gly Pro Glu Asp Leu Arg Glu Asp Met 
Val Thr ser Asp Phe Thr Gin Glu Glu Phe Leu Ser Asn Val Pro Val 

ioo i° 5 , 110 

Ser Leu Gly Gly Leu Val Lys Val Pro Thr Val He Lys 
115 I 20 125 

(2) INFORMATIONS POUR LA SEQ ID NO : 474: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 109 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 469349.-469675 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 474: 
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lie 


Val 


Lys 


Lys 


lie 


Thr 


Lys 


Ser 


Glu 


Leu 


Ser He His 


Leu 


Arg 


Trp 


1 








5 










10 






15 




Arg 


Asp 


Val 


Met 


Leu 


Cys 


Lys 


Val 


Cys 


Arg 


Gly Leu Ser 


Ser 


Leu 


He 








Z U 






















Val 


Val 


Leu 


Gly 


Ala 


He 


Asn 


Thr 


Gly 


He 


Leu Gly Val 


Thr 


Gly 


Tyr 






35 










40 






45 








Lys 


Val 


Asn 


Leu 


Leu 


Thr 


His 


Leu 


Leu 


Gly 


Glu Gly Thr 


Met 


Trp 


Thr 


50 










55 








60 








Gin 


Ala 


Ala 


Tyr 


Val 


Val 


Thr 


Gly 


He 


Ala 


Gly Val Met 


Val 


Cys 


Leu 


65 










70 










75 






80 


Asn 


Phe 


Leu 


Lys 


Cys 


Cys 


Phe 


Lys 


Lys 


Arg 


His Glu Asp 


Cys 


Cys 


Ser 










85 










90 






95 




Ser 


Lys 


Gly 


Gly 


Cys 


His 


His 


His 


His 


Met 


Asp Arg Glu 









100 105 



(2) INFORMATIONS POUR LA SEQ ID NO: 47 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 467 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 46982 6 47 122 6 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 475: 



Ser 


Tyr 


Cys 


Ser 


Trp 


Cys 


Lys 


Phe 


Trp 


Glu 


Glu 


Tyr 


Ser 


Pro 


Ser 


Ala 


1 








5 










10 










15 




Ala 


Arg 


Gly 


Leu 


Arg 


Leu 


Met 


Phe 


Thr 


Asp 


Phe 


Trp 


Arg 


Thr 


Arg 


Val 




20 










25 










30 






Leu 


Arg 


Gin 


Thr 


Ser 


Pro 


Met 


Asp 


Val 


Val 


Phe 


Gly 


Asn 


Leu 


Asp 


Val 




35 










40 










45 








Asn 


Glu 


Ala 


Arg 


Leu 


Met 


Ala 


Ala 


Tyr 


Thr 


Ser 


Glu 


Cys 


Ala 


Asp 


Tyr 




50 










55 










60 










Leu 


Glu 


Ala 


His 


Asp 


Leu 


Ala 


Gly 


Pro 


Asp 


Gly 


Val 


Ala 


Ala 


Ala 


Arg 


65 










70 










75 










80 


Glu 


He 


Ala 


Gin 


Arg 


Trp 


Asp 


Lys 


Arg 


Val 


Arg 


Asp 


Leu 


Gin 


Asp 


Lys 










85 










90 










95 




Gly Ala 


Ala 


Gin 


Lys 


Leu 


Leu 


Asn 


Asp 


Pro 


Leu 


Gly 


Arg 


Arg 


Thr 


Pro 








100 










105 










110 






Asn 


Tyr 


Gin 


Ser 


Lys 


Asn 


Pro 


Gly 


Glu 


Tyr 


Thr 


Val 


Gly 


Asn 


Ser 


Met 




115 










120 










125 








Phe 


Tyr 


Asp 


Gly 


Pro 


Gin 


Val 


Ala 


Asn 


Leu 


Gin 


Asn 


Val 


Asp 


Thr 


Gly 




130 










135 










140 










Phe 


Trp 


Leu 


Asp 


Met 


Ser 


Asn 


Phe 


Ser 


Asp 


Val 


Val 


Leu 


Ser 


Arg 


Glu 


145 








150 










155 










160 


He 


Gin 


Thr 


Gly 


Leu 


Arg 


Ala 


Arg 


Ala 


Thr 


Leu 


Glu 


Glu 


Ser 


Met 


Pro 








165 










170 










175 




Met 


Leu 


Glu 


Asn 


Leu 


Glu 


Glu 


Arg 


Phe 


Arg 


Arg 


Leu 


Gin 


Glu 


Thr 


Cys 








180 










185 










190 






Asp 


Ala 


Ala 


Arg 


Thr 


Glu 


He 


Glu 


Glu 


Ser 


Gly 


Trp 


Thr 


Arg 


Glu 


Ser 




195 










200 










205 








Ala 


Ser 


Arg 


Met 


Gly 


Gly Asp 


Glu 


Thr 


Gin 


Gly 


Pro 


Ser 


Arg 


Ala 


Gin 




210 










215 










220 










Gin 


Ala 


Phe 


Gin 


Ser 


Phe 


Val 


Asn 


Glu 


Cys 


Asn 


Ser 


He 


Glu 


Phe 


Ser 
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235 



240 



Ciy S.r Ph. «y SS Hi, Va! Arg £1 L.h Cys A!. «, »1 S« 
« g cny Leu VI a" ,1. alV «« "a lie ». « Cys Phe ser cys 
cy s W s G1 y ser Thr Hi. Ar g Tyr .X. Pro « MP Asp - Ser Pro 
Glu «, S s.r L- »!. «» Thr ,.u Ai, «, Phe Ai, MP «P «= 

290 , A1 : c „ rlv Thr Tyr Asp He Pro Trp Val Asp 

Gly He Glu Gin Gly Ala Asp Gly Thr lyr ^tj 32Q 

305 Pro ser He Glu Gly Glu Gly Ser Ala Ser 

Asp Trp Arg Arg Gly Val Pro Ser lie ^ y 335 

, l 2 l Ma t Pro He Tyr Glu Val Met Asn Met Asp Leu 
lie Tyr Glu He Met Met Pro lie lyr 3g{) 

* 111 ser Phe Ala Val Gin Gin Gly His Tyr Gin Asp Pro 
Glu Thr Arg Arg ser Pne aw v 3g5 

355 , At;r . rrurj- AS p Leu Pro 

Arc, «« ser MP Tyr Asp Leu Pro Ar g Al. ser MP Tyr 

Arg "or Pro Tyr Pro Thr Pro Pro Leu Pro Ser Ar g Tyr sir. L.» «J 
Asn «. t Asp v.i Olu Ala «y «- «, «» *1 Tyr Ai. J- Phe 

405 m. w=i wai Thr Gin Pro Gin Glu Arg He 

Val Ala Gly Met Tyr Asn Tyr Val Val Thr Gin ^ 

Pro Asn ser ES Gin Val Glu Gly He Leu Arg Asp Met Leu Thr Asn 
Gly ser HI Thr Phe Ser Asn Le u Met Gin Arg Trp Asp Arg Glu Val 



450 
Asp Arg Glu 
465 



(2). INFORMATIONS POUR LA SEQ ID NO: 47 6: 

(i ) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR : 173 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vl ii, POSITION DANS LE GENOME: complement (471106 .. 471624) 
(xi ) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 476: 

« i ton nv ttd Phe Val Met Ser He Gly Gly Val 
Val Phe He Leu Val Leu Gly Trp rne ^ 

1 5 c Sr „ Tlp Pro ser His Asn Gly Asp Gly Ser 

Gly Gly Asn Gly Asn Ser Arg He Pro ser ^ 

Asn A„ « ser 01- Asn Thr Lys «, Asn Ash Lys »1 «- «P «« 

«! His S.r Leu Tyr ser ser Leu ser Ash ol. Ash Ar g B1 « Ser Pro 

50 „ i !L b-t- Met He Glu ser Thr Pro Thr Ser 

Tyr Pro Val Val Asp Val Ser Ser Met lie ox 8Q 

65 » „ I!» q er Ara Gly Val Phe Ser Arg Phe Gin Arg 

Gly Glu Thr Pro Arg Ala Ser Arg tiy « g5 

85 su 
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Gly 


Leu 


Gly 


Arg 


Val 


Ala 


Asp 


Lys 


Val 


Arg 


Arg 


A±a 


Val 


Gin Cys 


A±a 






100 










105 










110 




Trp 


Gly 


Ser 
115 


Val 


Ser 


Thr 


Arg 


Arg 
120 


Ser 


Ser 


Ala 


Thr 


Arg 
125 


Ala Val 


Glu 


Ser 


Gly 
130 


Ser 


Ser 


Ser 


Arg 


Thr 
135 


Ala 


Arg 


Qiy 


Ala 


Ser 
140 


Ser 


Gly Arg 


Ser 


He 


Leu 


Leu 


Gin 


Gin 


Leu 


Glu 


Gly 


Cys 


Val 


Leu 


Cys 


Ser 


Gin He 


Ser 


145 










150 










155 








160 


Gly 


Glu 


Leu 


Gly 


Phe 
165 


Tyr 


Ala 


Arg 


Pro 


Leu 
170 


Leu 


Trp 


Met 







(2) INFORMATIONS POUR LA SEQ ID NO: 477: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 43 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 471954 473267 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 477: 



Val 


Lys 


Pro 


Pro 


Ser 


Ser 


Leu 


Lys 


He 


Leu 


He 


Met 


Ser 


ser 


Val 


His 


1 






5 










10 










15 




Phe 


Leu 


Arg 


Thr 


Val 


Pro 


Trp 


Arg 


Ala 


Ser 


Phe 


Leu 


Leu 


Phe 


Val 


Leu 








20 










25 










30 






Met 


His 


His 


Lys 


Thr 


He 


Pro 


Leu 


Tyr 


Val 


Leu 


Gly Asn 


Ser 


Tyr 


Cys 






35 










40 










45 








Trp 


Phe 


Val 


Ser 


Lys 


Leu 


His 


He 


Thr 


Asp 


Pro 


Lys 


Glu 


Ala 


Leu 


Phe 


50 










55 










60 










Lys 


Glu 


Lys 


Gly 


Asp 


Leu 


Ser 


He 


Gin 


Asn 


Phe 


Arg 


Phe 


Leu 


Ser 


Phe 


65 










70 










75 










80 


Thr 


Asp 


Cys 


Ser 


Ser 


Lys 


Glu 


Ser 


Ser 


Pro 


Ser 


He 


He 


His 


Gin 


Lys 








85 










90 










95 




Asn 


Gly 


Gin 


Leu 


Ser 


Leu 


Arg 


Asn 


Asn 


Gly 


Ser 


Met 


Ser 


Phe 


Cys 


Arg 








100 










105 










110 






Asn 


His 


Ala 


Glu 


Gly 


Ser 


Gly 


Gly 


Ala 


He 


Ser 


Ala 


Asp 


Ala 


Phe 


Ser 






115 










120 










125 








Leu 


Gin 


His 


Asn 


Tyr 


Leu 


Phe 


Thr 


Ala 


Phe 


Glu 


Glu 


Asn 


Ser 


Ser 


Lys 




130 










135 










140 










Gly Asn 


Gly 


Gly 


Ala 


He 


Gin 


Ala 


Gin 


Thr 


Phe 


Ser 


Leu 


Ser 


Arg 


Asn 


145 










150 










155 










160 


Val 


Ser 


Pro 


He 


Ser 


Phe 


Ala 


Arg 


Asn 


Arg 


Ala 


Asp 


Leu 


Asn 


Gly Gly 










165 










170 










17 5 




Ala 


He 


Cys 


Cys 


Ser 


Asn 


Leu 


He 


Cys 


Ser 


Gly Asn 


Val 


Asn 


Pro 


Leu 








180 










185 










190 






Phe 


Phe 


Thr 


Gly 


Asn 


Ser 


Ala 


Thr 


Asn 


Gly Gly Ala 


He 


Cys 


Cys 


He 






195 










200 










205 








Ser 


Asp 


Leu 


Asn 


Thr 


Ser 


Glu 


Lys 


Gly 


Ser 


Leu 


Ser 


Leu 


Ala 


Cys 


Asn 




210 










215 










220 










Gin 


Glu 


Thr 


Leu 


Phe 


Ala 


Ser 


Asn 


Ser 


Ala 


Lys 


Glu 


Lys 


Gly Gly Ala 


225 










230 










235 










240 


He 


Tyr 


Ala 


Lys 


His 


Met 


Val 


Leu 


Arg 


Tyr 


Asn 


Gly 


Pro 


Val 


Ser 


Phe 








245 










250 










255 




He 


Asn 


Asn 


Ser 


Ala 


Lys 


He 


Gly 


Gly 


Ala 


He 


Ala 


He 


Gin 


Ser 


Gly 
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Gly ser « ser ». ~> M. f Y Oiu cly ser »1 L- •« «» « 
ser W »r ser « «n «, « Val « « »« ^ 

« ,y, »» ii. - - ~ - M * Arg asn Gly s 

305 310 T . , Glu Ser ser Ser Lys Glu Ser 

lie Leu Phe Phe Asp Pro He Val Gin Glu Ser 

325 rrVk-r q^r Pro Thr Pro Ala 

Pro Leu Pro ser S.r Leu Gin Ala ser Val Thr Pro ^ 

^ Ala ser Pro Uu V,! He OJj Thr Ser ,1, « « - Val He 

P„. ser ser »X» «a — «« «» «" ™ P " 

Th r f.r oln « «b oln Pro ,1. «- « •« «y «, «« «J 

£ 1*. »P «, v" X..U ser Ala jr. ser Leu ser «» Asp Pro 

t? 5 M»f rlu Ala Gly Thr Ser Leu Lys Thr Ser Ser 
Gin Ala Leu Leu lie Met Glu Ala Giy ^ Q 

/ion ft ZD 



420 

Asp Leu Lys Leu Leu Arg 
435 



(2) INFORMATIONS POUR LA SEQ ID NO : 478: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 148 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(Viii) POSITION DANS LE GENOME: 473252.-473 695 
(Xi> DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 478: 
Phe Glu Val Thr Thr Leu Ser lie Pro Leu His Ser Leu Asp Thr Glu 
l ys ser Val Thr lie His Ala Pro Asn Leu Ser He Gin Lys He Phe 
Le u Ser Asn Ser Gly Asp Glu Asn Phe Tyr Glu Asn Val Glu Leu Leu 
ser L ys Glu Gin Asn Asn lie Pro Leu Leu Thr Leu Pro Lys Glu Gin 
Ser hL Leu His Leu Pro Asp Gly Asn Leu Ser Ser His Phe Gly Tyr 
Sn CIV Asp Trp Thr Phe Ser Trp Lys Asp Ser Asp Glu Gly His Ser 
L eu lie Ala Asn Trp Thr Pro Lys Asn Tyr Val Pro His Pro Glu Aro. 
oln Ser Thr Leu Val Ala Asn Thr Leu Trp Asn Thr Tyr Ser Asp Met 
Oln Ala Va 5 l Gin Ser Met lie Asn Thr Thr Ala His Gly Gly Ala Tyr 



130 135 
Leu Phe Gly Thr 
145 
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(2) INFORMATIONS POUR LA SEQ ID NO : 47 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 182 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 473 982.-474527 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 479: 



Lys 


Gin 


Asn 


He 


Gly 


Ser 


Phe 


Ser 


Lys 


Glu 


Gly 


Phe 


Gly 


Ser 


Trp 


His 


1 








5 










10 










15 




Ser 


Val 


Ala 


Val 
20 


Ser 


Gly 


Glu 


Val 


Cys 
25 


Ala 


Ser 


He 


Pro 


He 
30 


Val 


Ser 


Asn 


Gly 


Ser 


Gly 


Leu 


Phe 


Ser 


Ser 


Phe 


Ser 


He 


Phe 


Ser 


Lys 


Leu 


Gin 




35 










40 










45 








Gly 


Phe 


Ser 


Gly 


Thr 


Gin 


Asp 


Gly 


Phe 


Glu 


Glu 


Ser 


Ser 


Gly Glu 


He 


50 










55 










60 










Arg 


Ser 


Phe 


Ser 


Ala 


Ser 


Ser 


Phe 


Arg 


Asn 


He 


Ser 


Leu 


Pro 


He 


Gly 


65 










70 










75 










80 


He 


Thr 


Phe 


Glu 


Lys 
85 


Lys 


Ser 


Gin 


Lys 


Thr 
90 


Arg 


Thr 


Tyr 


Tyr 


Tyr 
95 


Phe 


Leu 


Gly 


Ala 


Tyr 


He 


Gin 


Asp 


Leu 


Lys 


Arg 


Asp 


Val 


Glu 


Ser 


Gly 


Pro 






100 










105 










110 






Val 


Val 


Leu 
115 


Leu 


Lys 


Asn 


Ala 


Val 
120 


Ser 


Trp 


Asp 


Ala 


Pro 
125 


Met 


Ala 


Asn 


Leu 


Asp 
130 


Ser 


Arg 


Ala 


Tyr 


Met 
135 


Phe 


Arg 


Leu 


Thr 


Asn 
140 


Gin 


Arg 


Ala 


Leu 


His 


Arg 


Leu 


Gin 


Thr 


Leu 


Leu 


Asn 


Val 


Ser 


Cys 


Val 


Leu 


Arg 


Gly 


Gin 


145 








150 










155 










160 


Ser 


He 


Val 


Thr 


Pro 
165 


Trp 


He 


Trp 


Gly 


His 
170 


Leu 


Gin 


Val 


Leu 


Val 
175 


Pro 


Leu 


Pro 


Ser 


He 
180 


Ala 


Phe 























(2) INFORMATIONS POUR LA SEQ ID NO: 480: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 19 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (474602 47 5198 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 480: 

He Met Val Cys Pro Leu Arg Asn Cys Cys Thr Ser His Thr Ser Thr 

15 10 15 

Glu Asn Leu Pro Met Glu Glu Thr Ser Pro Leu Val Glu Ala He Val 
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25 30 



Sin Ala Val Sn Thr Cys Leu Thr Val Ala Lys His Thr oi« A» .la 
Lys Val ^r am Lys A rg ,vs A rg Tyr His Gin Thr Gly Cys Trp 
Arg Sn Leu Lys Lys Leu Leu Cys Cys cys Cys Pro Lys Olu Ly. Pro 
Si Ser Gly Ser lie Thr A la Leu Ser Leu Trp Met Gin Ser His He 
Pro Thr A rg Oly Su Leu Val Val Gly Tyr Ala val Tyr Ser ser oly 

1 ?° ti«. t, G u Glu Gly Glu Thr Leu Ser Pro Gly A sp 

Val A rg Trp Glu Ala He Leu Glu Giy ^ 

Arg Ala Gin Leu Asp Ala Cys Leu Glu Ser A la Gin Val Arg Leu A la 
Gly III Met Leu A sn Tyr Trp A s P Gly Asp Phe Pro Gly Tyr Gly Thr 
III Gly Gly A r g Phe III Pro A rg Met Gin Glu Asp He XI. XI. *r* 

r ifi piv lie Cys Glu Leu Thr A sp Ala Val Ala Leu 
Phe Arg Asp Lys Val Gly lie cys o± igQ 

180 18b 

Lys His Phe Cys Arg Arg Thr 



195 



(2) INFORMATIONS POUR LA SEQ ID NO: 481: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 05 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

{v iii) POSITION DANS LE GENOME: complement (475613 .. 47 6527 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 481: 

r,r= r-in His Tvr Val Ser Arg Asp Val 
Glu Thr Phe Thr Asn Gly Leu Lys Glu His Tyr ^ 

Gly Phe Val Ala Ser Leu His Ala Leu Gly Asp Tyr He Leu Asn Tyr 

Th r Gin Asp Asp Arg Asp Gly Phe Leu Ala Arg Tyr Gly Gly Phe Gin 

Ala Thr fla Ala cys His Tyr Glu Asn Gly Ser lie Phe Gly Val Ala 

Phe Hy Gin Leu Tyr Gly Gin Thr Lys Ser Arg Met Tyr Tyr Ser Lys 

Asp Ala Gly Asn Met Thr Met Leu Ser cys Phe Gly Arg Ser Tyr Val 

Asp lie Lys Gly Thr Glu Thr Val Val Tyr Trp Glu Thr Ala Tyr Gly 

c val III Arg Met His Thr Gin Tyr Phe Asn Asp Lys Thr Gin 
Tyr Ser Val His Arg n«<- 12 5 

115 • «, T «« rv S His Trp His Asn Asn Asn Tyr Tyr Ala 
Lys Phe Asp His Ser Lys Cys His Trp his ^ 

I 30 . ^ t=„ r-in qvr Cvs He Pro Thr Arg 

Phe Val Gly Ala Glu His Asn Phe Leu Glu Tyr cys ^ 



145 
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Gin 


Phe 


Ala 


Arg 


Asp 


Tyr 


pin 


Leu 


Ala 


170 




I Jti L. 


Arg 


Phe 


Glu 
175 


Met 


Ala 


Gly 


Gly 


Trp 


Ser 


Ser 


Aia 


Thr 


Gin 


Glu 


inr 




Ser 


Leu 


Thr 


Arg 






180 










185 










190 






Tyr 


Phe 


Ala 


Arg 


Gly 


A±a 


Gly 


rllS 


Asn 


Met 


Ser 


Leu 


£ J. U 


Tip 


Gly 


He 




i y b 










9 n n 

z u u 










205 








Val 


Val 
210 


His 


Ala 


vai 


Ser 


ril S 

215 


Val 


Arg 


Arg 




XT i- 

220 


Leu 


Ser 


Lys 


Leu 


Thr 


Leu 


Asn 


net 


pit/ 


Tyr 


Acta 




Asp 


He 


J-iJJ 


Arg 


Val 


Thr 


Pro 


His 


225 










230 










235 










240 


Cys 


Asn 


Met 


GlU 


He 


He 


Ala 


Asn 


Gly Val 


Lys 


Thr 


Pro 


He 


Gin Gly 








245 










250 










255 




Ser 


Pro 


Leu 


Ala 
260 


Arg 


His 


Ala 


Phe 


Phe 
265 


Leu 


Glu 


Val 


His 


Asp 
270 


Thr 


Leu 


Tyr 


lie 


His 


His 


Phe 


Gly 


Arg 


Ala 


Tyr 


Met 


Asn 


Tyr 


Ser 


Leu 


Asp 


Ala 




275 










280 










285 








Arg 


Arg 
290 


Arg 


Gin 


Thr 


Ala 


His 
295 


Phe 


Val 


Ser 


Met 


Gly 
300 


Leu 


Asn 


Arg 


He 



Phe 
305 



(2) INFORMATIONS POUR LA SEQ ID NO: 482: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 7 08 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (476517 .. 478640 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 482: 



Val 


Leu 


Ala 


Met 


Pro 


Phe 


Ser 


Leu 


Arg 


Ser 


Thr 


Ser 


Phe 


Cys 


Phe 


Leu 


1 








5 - 










10 










15 




Ala 


Cys 


Leu 


Cys 


Ser 


Tyr 


Ser 


Tyr 


Gly 


Phe 


Ala 


Ser 


Ser 


Pro 


Gin 


Val 








20 










25 










30 






Leu 


Thr 


Pro 


Asn 


Val 


Thr 


Thr 


Pro 


Phe 


Lys 


Gly 


Asp 


Asp 


Val 


Tyr 


Leu 






35 










40 










45 








Asn 


Gly 


Asp 


Cys 


Ala 


Phe 


Val 


Asn 


Val 


Tyr 


Ala 


Gly 


Ala 


Glu 


Glu Gly 




50 










55 










60 










Ser 


He 


He 


Ser 


Ala 


Asn 


Gly 


Asp 


Asn 


Leu 


Thr 


He 


Thr 


Gly Gin Asn 


65 










70 










75 










80 


His 


Thr 


Leu 


Ser 


Phe 


Thr 


Asp 


Ser 


Gin 


Gly 


Pro 


Val 


Leu 


Gin 


Asn 


Tyr 










85 










90 










95 




Ala 


Phe 


He 


Ser 


Ala 


Gly 


Glu 


Thr 


Leu 


Thr 


Leu 


Arg 


Asp 


Phe 


Ser 


Ser 








100 










105 










110 






Leu 


Met 


Phe 


Ser 


Lys 


Asn 


Val 


Ser 


Cys 


Gly 


Glu 


Lys 


Gly Met 


He 


Ser 






115 










120 










125 








Gly 


Lys 


Thr 


Val 


Ser 


He 


Ser 


Gly 


Ala 


Gly 


Glu 


Val 


He 


Phe 


Trp 


Asp 


130 










135 










140 










Asn 


Ser 


Val 


Gly 


Tyr 


Ser 


Pro 


Leu 


Ser 


Thr 


Val 


Pro 


Thr 


Ser 


Ser 


Ser 


145 










150 










155 










160 


Thr 


Pro 


Pro 


Ala 


Pro 


Thr 


Val 


Ser 


Asp 


Ala 


Arg 


Lys 


Gly 


Ser 


He 


Phe 










165 










170 










175 




Ser 


Val 


Glu 


Thr 


Ser 


Leu 


Glu 


He 


Ser 


Gly 


Val 


Lys 


Lys 


Gly Val 


Met 
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185 190 
. Ill Ala Glv Asn Phe Gly Thr Val Phe Arg Gly Lys Asn 
Phe Asp Asn Asn Ala Gly Asn ^ne y ^ 

as„ as» as» Al, aiy oly «y oly «« «» - f 2 * ^ *" S " S " 
»r Sr Ph. Thr v,l lys » cys ,y. oly W- «X s.r Ph. Thr Asp 

*£ v.i xi. s.r cy» oiy aiy aiy v.l «i Tyr Ly. oiy «• -i «~ 
Ph. L ys Asp xs„ "« aiy oly ii. ~ »- 55 ^ 

Asp „ ,.u Arg XL « Al. ». »r Ash Glh Asp «. As„ Thr olu 
Gly S Oiy aiy oiy ™1 ». cys s.r Pro Asp Asp S.r « *y 

Ph . SS ow «- «*• «* - »« val *• S 171 "° Pt " "0 

o°iy Arg oiy oiy s« U. L« *r W. olu Ph. s.r « val Ala Asp 

Asp s.r v.l v.l » s.r Asr. Ash Thr Al. Olu Ly. oiy oiy oly Al. 
X l« Tyr Ala Pro Thr ,1. Ash M.t S.r Thr Oly oly s.r II. L.u 
B. Olu Arg » Arg ,1. Ala Olu «y oiy Al. II. cys v.l s.r Ala 
Xla sir s.r oiy s.r Thr oly Lys - * «» =« S « 1 0 0 

Xs P »e V.1 Ph. s.r "ly Asr. M .t Thr s.r Asp Arg Pro oly olu Arg 

405 „ ph; Thr Thr Val Ala Leu Asn Ala 

s.r Ala V.l Arg II. Leu S.r s.r Gly Thr Thr v ^ 

s.r oiy L.u t" Lys - .1. «P ™> ~ *" 

s « XI. Ala Ala Al. s.r Thr Pro s.r Pro s.r s.r s.r s.r Thr Pro 
XI. S. Val Thr II. AS„ Gin s.r Oly A.„ oly s.r V.l II. Ph. Thr 
IS Olu s.r L.u Thr III s.r olu Lys L.u oln v.l Leu Asn s.r Thr 
s.r Asr. Ph. Pro oS Thr L.u Thr v.l s.r oly oly olu Leu Val V.l 
Thr Olu oiy III Thr L.u Thr Thr oly Thr II. Thr XI. Thr s.r Oly 
xrg V.1 s!r L.u oly s.r Oly Al. s.r L.u s.r Ala val Ala oly Al. 
Xla Ash Xsn Asn Tyr Thr cys Thr V,l s.r Ly. L.u oly II. Asp L.u 
l\t s.r Ph. L.u Thr "o A.„ Tyr Lys Thr XI. U. « oly A!a Tyr 
oiy Thr V.1 Thr val ,ys Ar g oly S.r Thr L..U Asp ,.u v.l H.t o!u 
Asn Olu XI. HI V.1 Tyr Xsp «J Pro ,eu Ph. val oly s.r L..U Thr 
U. Pro Ph. val Thr «u s.r S.r S.r s.r Thr Arg s.r oly V.l M« 
val Ala oiy val Cy. Asp vfl Asp Ala Asp Ala Ala His Tyr «y Tyr 

625 m rri ^ Lvs pro Pro Leu Ala Pro Asp 

Gin Gly Ser Trp Ser Ala Asp Trp Thr Lys Fro ^ 
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Ala Lys Gly Met Val Pro Pro Asn 
660 

Trp Arg Pro Ala Ser Asn Tyr Gly 
675 680 
Lys Gly Glu Leu Val Pro Asn Ser 

690 695 
Arg Asn Leu Tyr 
705 



Thr Ser Asn Thr Leu Tyr Leu Thr 
665 670 
Glu Tyr Arg Leu Asp Pro Gin Arg 
685 

Leu Trp Val Ala Gly Ser Ala Leu 
700 



(2) INFORMATIONS POUR LA SEQ ID NO: 483: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 140 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 478 665 .. 47 9 084 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 483: 



Leu 


Tyr 


Leu 


Asn 


Glu 


Leu 


Arg 


Pro 


Phe 


Val 


Gin 


Ala 


Glu 


Phe 


Ser 


Tyr 


1 






5 










10 










15 




Ala 


Asp 


His 


Glu 


Ser 


Phe 


Thr 


Glu 


Glu 


Gly 


Asp 


Gin 


Ala 


Arg 


Ala 


Phe 






20 










25 










30 






Lys 


Ser 


Gly 


His 


Leu 


Leu 


Asn 


Leu 


Ser 


Val 


Pro 


Val 


Gly Val 


Lys 


Phe 




35 










40 










45 








Asp 


Arg 


Cys 


Ser 


Ser 


Thr 


His 


Pro 


Asn 


Lys 


Tyr 


Ser 


Phe 


Met 


Ala 


Ala 


50 










55 










60 










Tyr 


He 


Cys 


Asp 


Ala 


Tyr 


Arg 


Thr 


He 


Ser 


Gly 


Thr 


Glu 


Thr 


Thr 


Leu 


65 










70 










75 










80 


Leu 


Ser 


His 


Gin 


Glu 


Thr 


Trp 


Thr 


Thr 


Asp 


Ala 


Phe 


His 


Leu 


Ala 


Arg 










85 










90 










95 




His 


Gly 


Val 


Val 


Val 


Arg 


Gly 


Ser 


Met 


Tyr 


Ala 


Ser 


Leu 


Thr 


Ser 


Asn 






100 










105 










110 






He 


Glu 


Val 


Tyr 


Gly 


His 


Gly 


Arg 


Tyr 


Glu 


Tyr 


Arg 


Asp 


Ala 


Ser 


Arg 






115 










120 










125 








Gly 


Tyr 


Gly 


Leu 


Ser 


Ala 


Gly 


Ser 


Arg 


Val 


Arg 


Phe 











130 135 140 



(2) INFORMATIONS POUR LA SEQ ID NO: 484: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 212 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (479088 47 9723 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 484: 

Gly Met Arg Cys Leu Ser Met Ala He Lys Glu Ala Gly Ser Leu Arg 
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10 15 



Gly II. Leu Asn Thr Al, Asn Asn Gly Pro Tyr Thr L.u Lys Al, Thr 
TIP Thr Lys £r Oly Tyr Asn Pro Oly Pro olu Arg v.1 AL s.r — 
va! Pro Asn s.r L.u Trp Oly s.r II. Leu Asp IX. Arg "r A!, His 

« a°i, ii. «- — »- " y w ?r ^ ^ "* G1Y eo" 

Trp V,l s.r Gly V.1 11 Asn «» «- ^ Hi » "» "» W ^ 

85 m Tla «,„ Glv civ Tyr Ser Leu Gly Ala Asn 
Gly Gin Gly Tyr Arg Tyr He ser Gly Gly xy ^ 

«h ser Ser Met Phe Gly Leu Ala Phe Thr Glu Val Phe 

Ser Tyr Phe Gly Ser ser net x ^ 

Gly Arg s.r Lys Asp V Val V,! cys Ar g ser Asn His His A!, cys 
II. o" s.r «! Tyr Leu ser Thr .In Gin Al, Leu cys oly ser Tyr 
L.u Ph. Oly Asp Ala III II- Ar g A!a s.r Tyr oly Phe oly As„ Gin 
His Met Lys Thr III Tyr Thr Phe Al, Olu olu s.r Asp v.1 Arg Trp 
Asp Asn Asn !£ Leu Al, oly Olu II. oly Al, Oly L.u Pro II. V,l 
195 2UU 



He Thr Pro Ser 
210 



(2) INFORMATIONS POUR LA SEQ ID NO: 485: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 115 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

,viil) POSITION DANS LE GENOME : comply (479668 .. 480012, 
(Xil DESCRIPTION DE LA SEQUENCE : SEQ ID NO, 485: 
s. t v,l Asp His Al, Ph. Oln ser Al, Phe v.1 Ser Phe Phe Ph. V,l 
s.r Lys Oln cys s.r Tyr olu s.r s.r Tyr oln ser Ser ser Al, Arg 
Phe ser II. Leu oln s.r Leu vjl Al, Oln Leu Leu V.1 L.u L.u oln 
Leu VI Gly Leu ser Phe L.u Arg II. Trp «.t II. oln L.u Asn Asp 
Arg Tyr Asp Trp Leu oly s.r Asn oln Lys lie Asn v,l L.u Lys L.u 
Sn Leu Oly Thr Lys Pro Pro A!a Asn Al, Pro ser Asp L.u Thr Leu 
Oly Asn Olu Met Pro Lys Tyr oly Tyr Oln Oly s.r Trp aj. L.u Al, 



100 

Trp Asp Ser 
115 
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(2) INFORMATIONS POUR LA SEQ ID NO: 486: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 524 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement (47 9895 .. 4814 66 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 486: 

Val Val Phe Gly Asn Leu Leu Gly Ser Phe Thr Val Leu Gly Arg Gly 

15 10 15 

His Ser Leu Thr Phe Glu Asn He Arg Thr Ser Thr Asn Gly Ala Ala 

20 25 30 

Leu Ser Asn Ser Ala Ala Asp Gly Leu Phe Thr He Glu Gly Phe Lys 

35 40 45 

Glu Leu Ser Phe Ser Asn Cys Asn Ser Leu Leu Ala Val Leu Pro Ala 

50 55 60 

Ala Thr Thr Asn Lys Gly Ser Gin Thr Pro Thr Thr Thr Ser Thr Pro 
65 70 75 80 

Ser Asn Gly Thr He Tyr Ser Lys Thr Asp Leu Leu Leu Leu Asn Asn 

85 90 95 

Glu Lys Phe Ser Phe Tyr Ser Asn Leu Val Ser Gly Asp Gly Gly Ala 

100 105 110 

He Asp Ala Lys Ser Leu Thr Val Gin Gly He Ser Lys Leu Cys Val 

115 120 125 

Phe Gin Glu Asn Thr Ala Gin Ala Asp Gly Gly Ala Cys Gin Val Val 

130 135 140 

Thr Ser Phe Ser Ala Met Ala Asn Glu Ala Pro He Ala Phe Val Ala 
145 150 155 160 

Asn Val Ala Gly Val Arg Gly Gly Gly He Ala Ala Val Gin Asp Gly 

165 170 175 

Gin Gin Gly Val Ser Ser Ser Thr Ser Thr Glu Asp Pro Val Val Ser 

180 185 190 

Phe Ser Arg Asn Thr Ala Val Glu Phe Asp Gly Asn Val Ala Arg Val 

195 200 205 

Gly Gly Gly He Tyr Ser Tyr Gly Asn Val Ala Phe Leu Asn Asn Gly 

210 215 220 

Lys Thr Leu Phe Leu Asn Asn Val Ala Phe Pro Val Tyr He Ala Ala 
225 230 235 240 

Lys Gin Pro Thr Ser Gly Gin Ala Ser Asn Thr Ser Asn Asn Tyr Gly 

245 250 255 

Asp Gly Gly Ala He Phe Cys Lys Asn Gly Ala Gin Val Gly Ser Asn 

260 265 270 

Asn Ser Gly Ser Val Ser Phe Asp Gly Glu Gly Val Val Phe Phe Ser 

275 280 285 

Ser Asn Val Ala Ala Gly Lys Gly Gly Ala He Tyr Ala Lys Lys Leu 

290 295 300 

Ser Val Ala Asn Cys Gly Pro Val Gin Phe Leu Arg Asn He Ala Asn 
305 310 315 320 

Asp Gly Gly Ala He Tyr Leu Gly Glu Ser Gly Glu Leu Ser Leu Ser 

325 330 335 

Ala Asp Tyr Gly Asp He He Phe Asp Gly Asn Leu Lys Arg Thr Ala 
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345 350 



340 ^ Val S er Ser Gin Ala 

Lys olu Asn Ala Ala Asp Val Asn Gly Val Thr Val Ser 

355 , Leu Arg Ala Lys Ala 

lie ser Met Gly Ser Gly Gly Lys He Thr Thr ^ 

Gly S°. Gin XI. - Phe Asn A s P Pro He Olu Met Ala Asn Gly Asn 
S «- - Ala Gin III Ser Lys - Leu Lys Xle Asn As P Gly - 

405 tio val Phe Ala Asn Gly Ser Ser Thr Leu Tyr 
Gly Tyr Thr Gly Asp He Val Pne ftia 43Q 

420 , „ n r1n civ A rg He Val Leu A rg Glu Lys Ala 

Gin Asn Val Thr He Glu Gin Gly A rg ^ 

435 Z 1 T,y. r Glv Gly Ser Leu Tyr Met 

Lys Leu Ser Val Asn Ser Leu Ser Gin Thr Gly G^y 

450 , DHo V3l Thr pro Gin Pro Pro Gin Gin 

Glu Ala Gly Ser Thr Leu A sp Phe Val Thr 4{J0 

465 *™ Ton Ile Thr L eu Ser Asn Leu His Leu Ser 

Pro Pro Ala Ala Asn Gin Leu He Thr L^ ^ 

485 , ,r i rnvi-*- Pro Pro Thr Asn 

L .„ s.r S « I*u L.u Al. A»„ "» AX. val Thr Asn ^ 

P„ Pro AX, III Asp ser .In s f cys s„r His Trp 
515 " u 

(2 ) INFORMATIONS POUR LA SEQ ID NO: 487: 

(i, CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 7 9 acides amines 

(B) TYPE: acide amine 

J D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME : complement (48149 6 .. 481732 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 487: 
Leu lie Leu Ser Leu Ser Phe Cys Val Met Gin Thr Ser Phe His Lys 
ke Phe Leu Ser Met lie Leu Ala Tyr Ser Cys Cys Ser Leu Asn Gly 

a! Ala Glu lie Met Val Pro Gin Gly He Tyr Asp Gly 
Gly Gly Tyr Ala Ala Glu lie m 45 

olu Thr S» - - ser Pho Pro Tyr Thr -X XX. CXy Asp Pro ~ 
Gly r„r Thr V,X Phe ser AX, GXy <nu « Thr »u x.ys Asn Pro 



(2) INFORMATIONS POUR LA SEQ ID NO: 488: 

(i ) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 522 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 4818 64 .. 48342 9 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 488: 

Pro Ala Met lie Lys Arg Thr Ser Leu Ser Phe Ala Cys Leu Ser Phe 

15 10 15 

Phe Tyr Leu Ser Thr lie Ser lie Leu Gin Ala Asn Glu Thr Asp Thr 

20 25 30 

Leu Gin Phe Arg Arg Phe Thr Phe Ser Asp Arg Glu lie Gin Phe Val 

35 40 45 

Leu Asp Pro Val Ser Leu lie Thr Ala Gin Asn Val Thr Phe Ser Asn 

50 55 60 

lie Asn Ser Trp Gly Arg Gly Val Cys Thr lie Ala Asp Asn Thr Gin 
65 . 70 75 80, 

Thr Gin lie Phe Ser Asn Ser lie Asn Thr Thr Ser Ala Ala Gly Gly 

85 90 95 

Val Phe Asp Met Val Thr lie Ser Phe Thr Ala Ser Asn Asn Ala Asn 

100 105 110 

Leu Leu Phe Cys Asn Asn Tyr Cys Thr His Asn Lys Gly Gly Gly Ala 

115 120 125 

lie Arg Ser Lys Gly Pro lie Arg Phe Ser Asn Asn Gin Asp Val Leu 

130 135 140 

Phe Tyr Asn Asn Thr Thr Ala Gly Ala Gin Tyr Thr Gly Thr Gly Asn 
145 150 155 160 

Lys Ser Glu Lys Asn Arg Gly Gly Ala Leu Tyr Ala Lys Asn lie Thr 

165 170 175 

Leu Thr Gly Asn Arg Thr Leu Ala Phe lie Asn Asn Met Ser Gly Asp 

180 185 190 

Cys Gly Gly Ala He Ala Ala Asn Thr Gin He Ser He Thr Asp Thr 

195 200 205 

Ala Lys Gly Val Leu Phe Glu Asn Asn His Thr Leu Asn His He Pro 

210 215 220 

Asp Thr Arg Ala Glu Asn Met Ala Arg Gly Gly Ala He Cys Ser Arg 
225 230 235 240 

Lys Ser Ser Cys Ser He Ser Asn Asn Leu Gly Pro He He Phe Asn 

245 250 255 

Tyr Asn Gin Gly Gly Lys Gly Gly Ala He Ser Ala Thr Gin Cys Val 

260 265 270 

He Ser Asn Asn Glu Glu Arg He Val Phe Ser Asn Asn Ser Ser He 

275 280 285 

Gly Trp Asn Lys Ser Thr His Ala Ser Asn Gly Gly Ala He Gin Thr 

290 295 300 

Ala Gin Gly Phe Thr Leu Gin Asn Asn Lys Gly Pro He Tyr Phe Asp 
305 310 315 320 

Ser Asn Thr Ala Ala His Ala Gly Gly Ala He Asp Cys Gly Tyr He 

325 330 335 

Asp He Arg Asn Asn Gly Pro He Tyr Phe Leu Asn Asn Ser Ala Ala 

340 345 350 

Trp Gly Ala Ala Phe Asn Leu Ser Lys Leu Arg Pro Ala Thr Asn Tyr 

355 360 365 

He His Thr Gly Thr Gly Asp He Val Phe Asn Asn Asn Val Val Phe 

370 375 380 

Lys Phe Asp Ala Asn Leu Leu Gly Met Arg Lys Leu Phe His He Asn 
385 390 395 400 

Asn Asn Thr Gin Thr Pro Tyr Thr Leu Ser Leu Gly Ala Lys Glu Asp 

405 410 415 

Thr Arg He Tyr Phe Tyr Asp Leu Phe Gin Trp Glu Arg Val Arg Glu 
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Pro Asn Asn S «n val s.r Pro s.r ~ « Asn V., .X. Thr IX. 
„ Pro S 5 . OI« 01. Ph. Ser Oly Ala V,I V,X Ph. Ser Tyr W. OX- 
M.t s.r s.r Asp IX. W Thr M u M.t Gly * OX. His Asn Tyr II. 

465 ^ *7° T<sn Lvs Phe Gly Thr Leu Ala He Glu Asp 

Arg Glu Ala Pro Thr Thr Leu Lys Phe i,iy 4g5 

485 Tlo Brn phe Thr Gin Asn Pro Thr 

Gly Ala Glu Leu Glu Phe Phe Asp lie Pro Phe Th ^ 

500 

Ser Leu Leu Ala Leu Gly Ser Asp Leu Arg 
515 " U 

(2 ) INFORMATIONS POUR LA SEQ ID NO: 489: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 521 acides amines 

(B) TYPE: acide amine 

(D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 483402 .. 484964 

DESCRIPTION DE LA SEQUENCE : SEQ. ID NO: 489: 

ser Thr cvs Ph. Arg W s „ Pro Thr « ~ G » - S" ^ 
Ly s Leu Asn IX. ™r Asn « OXy Val IX. « « IX. IX. « ^ 
Gin Gly I.ys s.r ~ P» cys IX. «. Val Asn Pro OX. asp M.t - 
Gin Asn Asp » OX. Gin Thr - S.r ser - ser - ~ 
^ Pro Met IX. XX. Ph. « OX. Ar, « S.r He Val Asp OXU « 
& GXu s.r V,I Tyr Asp Ser M.t Asp L.u S.r Ars ox y Dys AX. OXU 
Gin Pro IX. « s.r IX. OXU Thr Thr Asn Asp OX y Gin « OX y Pro 
„ T rp Gin Asn s.r « Asn Thr s.r - S.r £ - «. Tyr 

115 _ i .„ II. Thr Thr Thr Tyr Thr 

Oly tyr Gin oxy wu Trp Thr Pro Asn Trp ^ 

XX. S « as„ Asn A.» s.r s.r Ala Pro Thr s.r Ala Asn s.r lie 
iS Gin OX„ W ,ys S S.r Gin Thr Ph. Thr Pro Asn S.r Thr Thr 
,hr AXa OXy IX. £ S.r IX. Dys AI» Ser Ala OXy Ser Oly ser Oly 
180 ° ^ utc Thr Leu Thr Val 

ser ser Thr Thr Thr Asp val Gin val Thr Ara Hrs Thr 

„ Trp E Pro V,X OXy Tyr II. V,X Asp Pro IX. Ar g Ar 3 OXy Asp 
Den III Al. Asn s.r - vi! „is s.r OXy « Asn M.t Thr M.t OXy 



1234 



Leu Arg Ser Leu 

Ala Thr Thr Leu 
260 

Tyr Ser Ser Ala 
275 

Ala His Gly His 
290 

Met Lys Glu Lys 
305 

Ser Ala Leu Cys 

Gly Ala Ala Ala 
340 

Gly Thr Lys Arg 
355 

Ala Ser Leu Arg 
370 

Met Leu Thr Pro 
385 

Ala lie Arg Glu 

Ala His Thr Ala 
420 

Ser Asp Thr Trp 
435 

Pro Thr Leu Tyr 
450 

Asn Asn Gly Ser 
465 

Phe Tyr Gly Arg 

Phe Ala Asn Tyr 
500 

lie Asn Ala Gly 
515 



Leu Pro Asp Asn 
245 

Phe Thr Lys Gin 

Ser Lys Gly Tyr 
280 

Lys Phe Leu Leu 
295 

Glu Thr Asn Asn 
310 

Phe Glu His Pro 
325 

Cys Asn Tyr Gly 

Ser Ser Lys Gly 
360 

Cys Glu Leu Arg 
375 

Phe Ala Gin Ala 
390 

Ser Gly Asp Leu 
405 

lie Val Ser Pro 

Pro Thr Leu Ser 
440 

Trp Lys Arg Pro 
455 

Trp Val Thr Thr 
470 

Gly Ser His Ser 
485 

Gin Ala Glu Val 

Gly Ala Leu Val 
520 



Ser Trp Phe Ala 
250 

Gin Lys Arg Leu 
265 

Thr Val Ser Ser 

Ser Phe Ser Gin 
300 

Arg Leu Ser Ser 
315 

Met Phe Asp Arg 
330 

Thr His Asn Met 
345 

Lys Phe His Ser 

Asp Ser Met Pro 
380 

Leu Phe Ser Arg 
395 

Ala Arg Leu Phe 
410 

lie Gly lie Lys 
425 

Trp Glu Met Glu 

Leu Leu Asn Thr 
460 

Asn Thr Pro Leu 
475 

Leu Lys Phe Ser 
490 

Ala Thr Ser Thr 

505 

Phe 



Leu Gin Gly Ala 
255 

Ser Tyr His Gly 
270 

Gin Ala Ser Gly 
285 

Ser Ser Asp Lys 

Arg Tyr Tyr Leu 
320 

lie Ala Leu lie 
335 

Arg Ser Phe Tyr 
350 

Thr Thr Leu Gly 
365 

Leu Arg Ser lie 

Thr Lys Pro Gly 
400 

Thr Leu Glu Gin 
415 

Gly Ala Tyr Ser 
430 

Leu Ala Tyr Gin 
445 

Leu Leu lie Gin 

Ala Lys His Ser 
480 

His Leu Lys Leu 
495 

Val Ser His Tyr 
510 



(2) INFORMATIONS POUR LA SEQ ID NO : 49 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 989 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( ii i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 484898.-487864 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 49 0: 

Leu Ser Ser Arg Ser Gly Tyr Phe His Cys Leu Thr Leu His Gin Cys 

! 5 10 15 

Arg Arg Ser Ser Gly Leu Leu Thr Met Lys Lys Ala Phe Phe Phe Phe 

20 25 30 

Leu He Gly Ser Ser Leu Ser Gly Leu Ala Arg Glu Val Pro Ser Arg 

35 40 45 

He Phe Leu Met Pro Asn Ser Val Pro Asp Pro Thr Lys Glu Ser Leu 
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55 «u ui e Asn Leu Thr Asn cys 

50 T . lie Ser Leu Thr Oly Asp Thr His Asn g0 
Ser Asn Lys He 75 Lys Thr Pr o 

65 , t mi Ara Tyr He Leu Ala lie ^ g5 

Tyr L eu ASP Asn Leu Ty ^ ^ ^ ^ 

, ii » Ala Val Thr He Thr Asp ly 11Q 
Asn G lu Gly Ala 

, t„<= Glu Gly He Tyr Phe Ala Lys 
Thr om Lys 12 o ^ ^ pro ^ val oiu xie 

Gly Gly Ala He Gly Tyr Ala ^ ^ 

130 Tie OlY Pro Val He Phe Glu Asn Asn Thr y ^ 

Arg Asp Thr He Gly Pr 155 ^ Arg Glu 

145 _ _ Asn p r o Asn Ala Ala Val Asn y 

«0 His Asn His Asp 

, Tlo His Ala Gin Asn Leu Tyr aj. 9Q 

185 ^ Gly Ala xie 

vai val Gly P^ Met Lys Asn Phe 

195 Thr Phe Val Val Ser Glu Asn Gin Ser 

Ser Thr Ala Asn Thr Phe 220 Qly Gly 

210 * n lie cys He Gin Thr Asn Thr Ala y 24Q 

Phe Met Asp Asn He Qy 235 Asn cys Asp 

225 riv Thr Ser Asn Ser Phe Glu 255 

,» ^ «. 3iv 2 0 Giy Ma PM s « 

« - - a m - m ° r» & «» «- x» - s - » 

= qpr Leu Thr Gly Asn Arg g5 
Pro xie cys Ser ^ ^ ^ ^ Ser Asp 

Asn Arg cys Phe Lys Asn Val 00 ^ ^ 

290 va , Tnr Thr Arg Leu Asp Val an 32Q 

Gly Gly Ala Xie Lys Val 3,5 Qly Ala 

305 v p _ ser AS p Asn He Thr Lys Asn 

Gly Arg He Phe Phe Ser ^ phe 

« i val Thr Leu Val Asp Asn Gly Pr 
Ile Tyr Ala Pro Val Val Thr ^ 35 ^ 

* S n Xie Ala Asn Asn Lys Gly Gly Ala He Ty. 
He Asn Asn He w 360 jhe Asn 

355 tvs He Ser Ala Asp Arg His Ala He 

Thr ser Asn Ser Lys He 380 ^ ger 

37 0 _ a „ Val Thr Asn Ala Asn Gly in 400 

» is - iia " ~ 1 1 - x» « s - - - - -* 
- rro :; e z « - - - - - iie a ^ mp 

gw ue :: i z » - - - - - ~ s; - ws gw 

450 „ „ A<?n Le u Gin Thr Lys Thr rr 4g0 

- l,u set : i - « - «? - - ~ - s - ~ 

Ala Val Leu Ser cys ry ^ 
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Ala Ser He Thr 
530 

Lys Ser Gly Ala 
545 

Ser Asn Asn Tyr 

Val Lys Leu Ser 
580 

Thr Asp Leu Thr 
595 

Glu Ala Ser Asp 
610 

Leu Asn Val Pro 
625 

Ala Lys Thr Gin 

Pro Lys Lys Ala 
660 

Pro Ala Gly Tyr 
675 

Asn Thr Leu Trp 
690 

Ser Ala Glu Leu 
705 

Gly Gly Leu Gly 

Gly Phe His Met 
740 

Gin Thr His Thr 
755 

Asn Glu Arg Tyr 
770 

Gin Gly Glu Met 
785 

Leu Val Gly Leu 

Thr Gin Gly Glu 
820 

Met Gly Gly Ala 
835 

Thr His He Leu 
850 

Ser Leu Ser His 
865 

Thr Lys Thr Pro 

Ser Phe Met Asn 
900 

Ala Tyr Gin Pro 
915 

Leu Leu Ala Ser 
930 

Arg His Ala Met 
945 

Trp Leu Thr Leu 

Phe Cys Asn Tyr 
980 



Leu Lys His He 
535 

Glu He Pro Leu 
550 

Thr Ala Asp Thr 
565 

Leu He Asp Asp 

His Ala Leu Ser 
600 

Asn Gin Leu Arg 
615 

His Tyr Gly Trp 
630 

Asp Pro Glu Pro 
645 

Asn Arg Phe His 

Val Pro Ser Pro 
680 

Gly Asn Met Leu 
695 

Thr Pro Ser Asp 
710 

Met Met Val Tyr 
725 

Arg Ser Ser Gly 

Phe Ser Leu Lys 
760 

Ala Lys Asn Asn 
775 

Leu Phe Ser Leu 
790 

Tyr Ser Tyr Gly 
805 

Asn Leu Thr Ser 

Val Phe Phe Asp 
840 

Thr Ala Pro Phe 
855 

Phe Thr Glu Val 
870 

Leu He Asn Val 
885 

Ala Thr Gin Arg 

Val Leu Tyr Arg 
920 

Lys Gly He Trp 
935 

Ser Tyr Lys He 
950 

His Phe Gin Tyr 
965 

Leu Asn Gly Glu 



Gly Leu Asn Leu 
540 

Leu Trp Val Glu 
555 

Ala Ala Thr Phe 
570 

Tyr Gly Asn Ser 
585 

Ser Gin Pro Met 

Ser Asp Asp Met 
620 

Gin Gly Leu Trp 
635 

Ala Ser Ser Ala 
650 

Arg Thr Leu Leu 
665 

Lys His Arg Ser 

Leu Ala Thr Glu 
700 

His Pro Phe Trp 
715 

Gin Asp Pro Arg 
730 

Tyr Ser Ala Gly 
745 

Phe Ser Gin Thr 

Val Ser Ser Lys 
780 

Gin Glu Gly Phe 
795 

Asp His Asn Cys 
810 

Gin Gly Thr Phe 
825 

Leu Pro Met Lys 

Leu Gly Ala Leu 
860 

Gly Ala Tyr Pro 
875 

Leu Val Pro He 
890 

Pro Gin Ala Trp 
905 

Gin Glu Leu Glu 

Phe Gly Ser Gly 
940 

Ser Gin Gin Thr 
955 

His Gly Phe Tyr 
970 

He Ala Leu Arg 
985 



Ser Ser He Leu 

Pro Thr Asn Asn 
560 

Ser Leu Ser Asp 
575 

Pro Tyr Glu Ser 
590 

Leu Ser He Ser 
605 

Asp Phe Ser Gly 

Ser Trp Gly Trp 
640 

Thr He Thr Asp 
655 

Leu Thr Trp Leu 
670 

Pro Leu He Ala 
685 

Ser Leu Lys Asn 

Gly He Thr Gly 
720 

Glu Asn His Pro 
735 

Met He Ala Gly 
750 

Tyr Thr Lys Leu 
765 

Asn Tyr Ser Cys 

Leu Leu Ala Lys 
800 

His His Phe Tyr 
815 

Arg Ser Gin Thr 
830 

Pro Phe Gly Ser 
845 

Gly He Tyr Ser 

Arg Ser Phe Ser 
880 

Gly Val Lys Gly 
895 

Thr Val Glu Leu 
910 

He Ala Thr Gin 
925 

Ser Pro Ser Ser 

Gin Pro Leu Ser 
960 

Ser Ser Ser Thr 
975 

Phe 
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(2) INFORMATIONS POUR LA SEQ ID NO: 491: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 168 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 485222 .. 485725 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 491: 
Arg Thr Asp Arg Gly Olu Asp Arg Ser Ser Cys Thr Thr Gly Val He 
Lp Lys Glu Glu lie Ala Val He Thr Leu Lys Arg He Ala Arg Ser 
ser lie Asp Ser Ala Thr Phe Ser Cys Cys He Ser Leu Asn Thr Asp 
Val Val His Lys Glu Lys Thr Arg Leu He Leu Ala His Asn Lys Gly 
He Ser Gly Thr Asn Gly Ser Ser Ser Asp He Arg Lys Val Leu His 
Lys ser Asp His He Met He Val He Tyr Val Lys He Leu Ser Met 
A sn Cys ser Ala Phe Ser Tyr Phe lie Asn Ser Cys He Arg He Thr 
Arg cys Lys Trp Ser Ala Thr Ser lie lie Phe Lys Asp ryr Arg Thr 
Tyr cys He Thr Asn Leu His Gly Arg Arg He Gly Thr Arg He Thr 



A sn Arg Thr Thr Thr Phe Arg Gly Glu He Phe Cys Lys He Asn Thr 

145 I 50 ^ 155 

Phe Phe Leu Cys He Lys Lys Ala 
165 



(2) INFORMATIONS POUR LA SEQ ID NO: 4 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 348 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(Viii) POSITION DANS LE GENOME: 488204 . .489247 
(xi ) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 492: 
Phe Ser Ser Phe Thr Pro Phe Leu He Tyr Asn Pro Ser Leu Gly Ala 
Jtla L ys His Thr Leu Leu Leu Arg Ser Asn Leu Pro Ser Leu Phe Gin 
Tyr Leu Phe Arg Leu Leu Leu Leu Pro Tyr Arg Val Leu Ser Thr Pro 
35 40 
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Pro 


Pro 
50 


Pro 


Val 


lie 


Ser 


Arg 
55 


Pro 


Ser 


Thr 


Pro 


Ser 

D U 


Ala 


Pro 


Lys 


Pro 


Ser 


Thr 


Pro 


Pro 


Pro 


Leu 


Leu 


Pro 


Lys 


Ala 


Pro 


Lys 


Pro 


Val 


Lys 


Thr 


65 










70 










*"7 C 

/ b 










Q ft 


Gin 


Glu 


Asp 


Leu 


Leu 
85 


Pro 


Leu 


Val 


Pro 


Glu 
90 


Gin 


Val 


Pne 


val 


Glu 

y b 


Met 


Tyr 


Glu 


Asp 


Met 
100 


Ala 


Arg 


Arg 


Gin 


Thr 
105 


lie 


Glu 


Ala 


Leu 


Val 
110 


Pro 


Ala 


Trp 


Asp 


Ser 
115 


Asp 


lie 


lie 


Phe 


Lys 
120 


Cys 


Leu 


Cys 


Tyr 


Phe 
125 


His 


Thr 


Leu 


Tyr 


Pro 


Gly 


Leu 


lie 


Pro 


Leu 


Glu 


Thr 


Phe 


Pro 


Pro 


A±a 


Thr 


I le 


Pne 


130 










135 










140 










Asn 


Phe 


Lys 


Gin 


Lys 


lie 


lie 


Ser 


lie 


Leu 


Glu 


Asp 


Lys 


Lys 


Ala 


Val 


145 










150 










155 










1 b U 


Leu 


Arg 


Gly 


Glu 


Pro 


lie 


Lys 


Gly 


Pro 


Leu 


Pro 


lie 


Trp 


Cys 


Ser 


Lys 








165 










170 










1 / b 




Glu 


Asn 


Tyr 


Arg 
180 


Arg 


His 


Leu 


Gin 


Arg 
185 


Thr 


Thr 


Leu 


Leu 


Pro 
190 


Val 


Pne 


Met 


Trp 


Tyr 
195 


His 


Pro 


Thr 


Pro 


Lys 
200 


Thr 


Xaa 


Ser 


Asp 


Thr 
205 


Met 


Gin 


Thr 


Met 


Lys 
210 


Gin 


Leu 


Ala 


lie 


Lys 
215 


Gly 


Ser 


Val 


Gly 


Ala 
220 


Ser 


His 


Trp 


Leu 


Leu 


Val 


lie 


Val 


Asp 


lie 


Gin 


Ala 


Arg 


Arg 


Leu 


Val 


Tyr 


Xaa 


Asp 


Ser 


225 










230 










235 










z4U 


Leu 


Tyr 


Asn 


Tyr 


Val 


Met 


Pro 


Pro 


Glu 


Asn 


Met 


Lys 


Lys 


Glu 


Leu 


Gin 








245 










250 










255 




Ser 


Phe 


Ala 


Gin 
260 


Gin 


Leu 


Asp 


Gin 


Val 
265 


Tyr 


Pro 


Ala 


Tyr 


Asp 
270 


Ser 


Lys 


Lys 


Phe 


Ser 


Val 


Lys 


lie 


Ala 


Ala 


Lys 


Glu 


Val 


lie 


Gin 


Arg 


Gly 


Ser 




275 










280 










285 








Gly 


Ser 
290 


Ser 


Cys 


Gly 


Ala 


Trp 
295 


Cys 


Cys 


Gin 


Phe 


Leu 
300 


His 


Trp 


Tyr 


Leu 


Lys 


Asp 


Pro 


Leu 


Thr 


Asp 


Ala 


Leu 


Asn 


Asp 


Leu 


Pro 


Val 


Asp 


Ser 


Val 


305 








310 










315 










320 


Glu 


Arg 


His 


Glu 


Asn 


Leu 


Ala 


Ser 


Phe 


Val 


Gin 


Ala 


Cys 


Glu 


Ala 


Ala 








325 










330 










335 




Val 


Gin 


Asp 


Leu 
340 


Pro 


Glu 


Leu 


Ser 


Trp 
345 


Pro 


Glu 


Ala 











(2) INFORMATIONS POUR LA SEQ ID NO: 493: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 113 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (488233 .. 488571 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 493: 

His Arg His Leu Lys lie Met Ser Glu Ser Gin Ala Gly Thr Asn Ala 

15 10 15 

Ser Met Val Cys Arg Arg Ala lie Ser Ser Tyr lie Ser Thr Asn Thr 

20 25 30 

Cys Ser Gly Thr Lys Gly Arg Arg Ser Ser Cys Val Leu Thr Gly Leu 
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Gly ^ «y «. « « „ & «y ~ - - G1 ; 
Qly & M «» «. ,.p « ~ o W «y «/ «y « « - 

« 70 T A^rr Tvr Trp Asn Arg Asp Gly 

frg Tyr Gly Lys Arg Arg Arg Arg Lys Arg Tyr Trp ^ 

85 * „ Ara val Cys Leu Ala Ala Pro Arg Glu Gly 
Ar g Leu Leu Leu Ser Arg Arg Val cys 11Q 



100 

Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 494: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

{A) LONGUEUR : 339 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vlii> POSITION DANS US GENOME, 489440 .. 490456 
(xl) DESCRIPTION DE I* SEQUENCE : SEQ ID *»- «« = 

« p M v,! c, s ^ .x. » - - * iie -< Glu p " is' H " 

L. M » «o L. - C. ~ r ~ « «• « 5r 7 X 

^ ser p.. s. »p - - - rsp ™ ws v>i « M : 

" , <,„.. cvs Gly t«i n e L,u Ala 

II. Ma I." Ph. M« »• ™* "« S " ^ Y 60 

^ & «. «. »p - - »p - - ?r LW "* G1 ° ° lu » 

s. - «- - - - - - G1 ° ?r MP A5P val ~ 

85 , Plll H is Leu Phe Gin Phe Ser 

oly Pro Pro Leu Pro II. Trp Asp «n Glu MX. u0 

0,3 L .u ». t Si » W - « - « «• S « - - 
A5 „ Pro £2 Thr W . - - - « - *» \\l *" ~ "* 
M . t Sr W s Gin ~ V f S Val As» Glu Thr -P ~ - Glu £ 
£ c y s Pro Pro T*r £ Thr Pro Glu » «r « « « - cvs 
^ s.r s.r Val E Pro Ph. Val « «P « « s.r Ala ASP 
180 .„ p1n Thr Me t Ser Ser Gly 

Thr Gin Glu Ala M.t Wu Thr Ws »t Asp Thr 

Mg val III *sh « «. - va°i va! II. val ASP ». - - 

M Ss V,! Thr Ph. Ph. S S« - -s „ T,r V.l A!a s.r Pro 

1 M . t « 9 G i. a - - -* s - ~ - - s - 
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lie 


Tyr 


Pro 


Lys 


Glu 


Gly Gly 


Ala 


Asp 


Ser 


Asp 


Gin 


Glu 


Glu 


Leu 


Leu 






260 








265 










270 






Ser 


Pro 


Phe 


Gin 


Val 


Arg lie 


Gly 


Ser 


Thr 


Val 


Lys 


Val 


Gin 


Ser 


Pro 






275 








280 










285 








Gly 


Glu 


Phe 


Thr 


Cys 


Gly Ala 


Trp 


Cys 


Cys 


Gin 


Phe 


Leu 


Ala 


Trp 


Tyr 


290 








295 










300 










Leu 


Glu 


Asn 


Pro 


Asp 


Phe Asp 


Leu 


Glu 


Glu 


Lys 


Val 


Pro 


Thr 


Asn 


Pro 


305 










310 








315 










320 


Ser 


Glu 


Arg 


Arg 


Ala 


Leu Leu 


Ala 


Asp 


Phe 


He 


Ser 


Thr 


Thr 


Glu 


Gin 








325 








330 










335 




Ala 


Met 


Ser 



























(2) INFORMATIONS POUR LA SEQ ID NO : 49 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 753 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (490507 .. 4927 65 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 495: 

Pro Arg He Tyr Gly Thr Val Phe Val Asn Lys Cys Arg Lys Tyr Cys 

1 5 10 15 

Gly Pro Phe Phe Leu Asn Thr Gin His Val Glu Leu Leu Val Ser Gly 

20 25 30 

Lys Gin Ser Ser Pro Gin Asp Leu Leu Gly He Val Ser Glu Ser Leu 

35 40 45 

Asn Gin Asp Arg He Val Leu Phe Arg Pro Gly Ala Glu Thr Val Phe 

50 55 60 

Val Glu Leu Arg Gly Lys He Gin Gin Ala Glu Ser His His Ser Gly 
65 70 75 80 

He Phe Ser Leu Pro Val Met Lys Gly He Ser Pro Gin Asp Tyr Arg 

85 90 95 

Val Tyr His Gin Asn Gly Leu Leu Ala His Asp Pro Tyr Ala Phe Pro 

100 105 HO 

Leu Leu Trp Gly Glu He Asp Ser Phe Leu Phe His Glu Gly Thr His 

115 120 125 

Gin Arg He Tyr Glu Arg Met Gly Ala He Pro Cys Glu He Asp Gly 

130 135 140 

Val Pro Gly Val Arg Phe He Val Trp Ala Pro His Ala Gin Arg Val 
145 150 155 160 

Ser Val He Gly Asp Phe Asn Gly Trp His Gly Leu Val Asn Pro Leu 

165 170 175 

His Lys Val Ser Asp Gin Gly Val Trp Glu Leu Phe Val Pro Gly Leu 

180 185 190 

Thr Ala Gly Ala Cys Tyr Lys Trp Glu Met Val Thr Glu Ser Gly Gin 

195 200 205 

Val Leu He Lys Ser Asp Pro Tyr Gly Lys Phe Phe Gly Pro Pro Pro 

210 215 220 

Ara Ser Val Ser Val Val He Asp Asp Ser Tyr Glu Trp Asn Asp Ser 
225 230 235 240 

Glu Trp Leu Glu Glu Arg He Lys Lys Thr Glu Gly Pro Met Asn Leu 
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255 

250 



™\ Glv ser Trp Gin Trp Gin Glu Gly Gin Pro Leu 
^ Olu Val His -1 OX, P ^ J70 ^ ^ 

Asn Tyr Lys Glu Leu Ala MP ojj *~ 

^ S His Val Glu Leu Leu Pro Val Thr Glu His Pro 
His Tyr Thr His v 30U Arg 

290 t » G1V Tyr Gin Thr Thr Gly Tyr Tyr Ala Pro Th ^ 
Glu Ser Tr P Gly Tyr 315 His Qln 

305 t^o rlu Asp Leu Gin Tyr Phe He Asp in 

^ Gly ser Phe Glu Asp ^ ^ ^ ^ 

His Gly lie Gly Val He Leu Asp Trp 3 

ser Phe Ha Met Ser Gly PI- MP Gly Thr Pro Leu Tyr 
Asp ser Phe ^ ^ ^ Thr pne 

Thr Arg Asn Pro Ser Pro Leu His 

370 vll Cys Asn Phe Leu Leu Gly Ser Al 

ASP Tyr Ala Lys Pro Glu 

385 _ _ Met His Val Asp Gly He Arg va * 

p„. Trp xi. «p «S 4io ow Trp val 

Mot- t,eu Tyr Leu Asp Tyr Gly Arg ry 430 
ser s„r M .t «j Ty ^ ju ^ pKa „ 

Tvr Glv Gly Arg Glu asu " 445 
Pro Ars Tyr » Ko ^ ^ 

Q1 „ „ s P». Asn «r V,! .» «. 

Ph . s <a- «« « «s ™ ph * pro ws s; 

"* , u «v p". asp ^ i*» m. "» » TO ^ 

01 u CXy «y — t£ «°. pro w «o Pro Tyr Hi. 

,. His Tyr Ph« ow L y s Asp PK 510 

« T„r U~ His Ty ^ ^ Mg pM 

°- S " S3 RBp "J v>1 «x His OW £ «- « « 

to,, Pro Phe Ser His Asp Glu vai 

„ „ ow zi u. Trp «. ^ »■ »* gi ° " u 

n . oly W H.t Pro «y Asp ^ ^ pfce 

545 _ Tle cys Gin Pro Gly X.ys ^Y* 

Mu « «. oxy Tyr * 5,0 pro Qly S. cxu 

, Mv Glu Phe Gly Gin Gly Arg Glu Trp 5gQ 
Met Oly Gly GIU v ^ ^ 

Trr. Glu Leu Leu Asp He Ser xy 
MP III tl , J™ ^ v.1 01= s« Pro OW L~ Trp 

C ser OX„ Olu « Asn A | — Ty 

610 . T , Pro Ser Ser Phe Arg Trp Val Asp *■ 

635 Asp Ala 

625 , , Val Ala Tyr Leu Arg Phe Ala asp 

*i w as» <ny -1 w eso ^ phe Pro 

- ,y « « - V,i His ^ p. ^ _ _ 

- - - - «• - - s - - Gly ws s „ « « 

ssn T^ Asp A.» Tnr Ar 9 PM «Y 70 „ Mi 

Pro SS « - «? «« »• " a " 3 ?s 



710 

705 
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Gly Leu lie Glu 

Asp lie Glu Leu 
740 

Gin 



Ala Asp Asp Glu 
725 

Pro Pro Ser Ala 



Ser Gly Pro Asp 
730 

Thr Leu lie Phe 
745 



Cys Trp Gly Leu 
735 

Ser Val Thr Leu 
750 



(2) INFORMATIONS POUR LA SEQ ID NO : 49 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 17 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 492357.-492893 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 496: 



His 


Pro 


Cys 


Val 


His 


Arg 


Tyr 


Ala 


Asp 


Glu 


Ser 


Leu 


His 


Gly 


He 


Lys 


1 






5 










10 










15 




Lys 


Asn 


Arg 


Phe 


Pro 


Pro 


Lys 


Val 


Lys 


Gly 


Arg 


His 


Lys 


Asp 


His 


Glu 






20 










25 










30 






Pro 


He 


Asn 


His 


Phe 


Asp 


Asp 


Arg 


Leu 


Asp 


Asn 


Leu 


Gly Glu 


Lys 


Phe 






35 










40 










45 








Leu 


Ser 


Leu 


Gin 


Glu 


Glu 


Lys 


Lys 


Ser 


Leu 


Asn 


Gly 


Ala 


Thr 


Leu 


Pro 




50 










55 










60 










Val 


Glu 


Ser 


Tyr 


Leu 


Ala 


Thr 


Gin 


Gin 


Lys 


Arg 


Ser 


Leu 


Pro 


Gin 


Gly 


65 








70 










75 










80 


Gly 


Lys 


Glu 


Leu 


Ser 


Asp 


Leu 


Asp 


Ser 


Asn 


Phe 


Gin 


Lys 


Gin 


Phe 


Pro 






85 










90 










95 




Lys 


Asp 


Leu 


Val 


Asp 


Cys 


Ser 


Val 


Tyr 


Gin 


Lys 


Arg 


Glu 


Val 


Pro 


Arg 




100 










105 










110 






Val 


Glu 


Tyr 


Leu 


Arg 


Lys 


Lys 


Asp 


His 


Asn 


He 


Phe 


Cys 


lie 


Tyr 


Leu 






115 










120 










125 








Gin 


Lys 


Arg 


Ser 


His 


Arg 


Tyr 


Val 


Val 


Pro 


Ala 


Phe 


He 


Ser 


Thr 


Phe 




130 










135 










140 










Ser 


Lys 


Arg 


Phe 


Phe 


He 


Leu 


Gin 


Glu 


He 


He 


Leu 


Pro 


Cys 


Ser 


Ser 


145 






150 










155 










160 


Thr 


Arg 


Lys 


Arg 


Asp 


Glu 


Tyr 


Thr 


Pro 


Gly 


Leu 


Met 


He 


Ala 


Ser 


Ser 








165 










170 










175 




Leu 


Glu 


Thr 





























(2) INFORMATIONS POUR LA SEQ ID NO: 497: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 33 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (492737 493744 ) 
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DES CRIPTIO N DE LA SEQUENCE : SEQ ID NO: 497: 
(xi) DESCRIPiJ-^ , ser phe Lys 

, m G1V ser Phe Met lie Lys He Ala Gin 
r Ly s oly Ala ? ly 

1 , m»i- r\u Pro Gly Ala Lys lie fx 

Pro Tyr He Met olu 25 ^ Ser 

ala Gin Val Phe Pro Ser Leu Trp Arg He Ph 
Leu Tyr Ala ^ ^ ^ prQ _ Gln 

„ is Glu Leu Val Asn Glu Gly ^0 ^ ^ 

50 „i val Phe Gin Asn Leu Asn Arg Gly Gly V gQ 
Ar g Phe Ala Val Phe 75 Arg 

65 ^ . I.VS Tyr Tyr Leu Ser Pro Asn Gly cys Ty 

* r " U 1 1 ~ «. ~ £ - « - - - ~ 

s " T S I s «. - s - - - in - « - 

- S * w Z Ph , «. « ™ ^ to L " 

13 0 Leu ser Met Glu Lys Thr fax 6 „ 

Le u Gin Asn Gin Pro Asn 5 Glu Arg 

145 w _ on A ia Ala He Ala Glu rr 

L „ „ »P «r u- -P £0 ^ s „ Ly , ^ 

Asp Pro Arg Pro <=ly »» °£ »" 220 wl 

210 „ ■- ,„ Arg Il« Phe Ile oln 240 

M . M. wu ser Mat «a «g ^ ^ 

225 Ala Leu Pro Pro Glu Phe rr * 

val Th r Leu Leu Pro ^ ^ ^ ^ 

™r Phe Glu Asn He Gly Gin ix 7Q 
lie Gly Leu Tyr Phe ^ ^ ^ 

^ r lie Arg Arg Val He Leu Lys Ala His V 
Lys Lys Thr He Arg 28Q Qlu 

275 n nvvallyr Ser Ser Arg Phe Arg 

tip lie ser Pro Gly vai 3Q0 
^ He He HI Cys Lys He Asn Leu Leu Glu Lys 

o1 u Gin Gly Arg He II. 3 xs ^ cys Lys 

v fl Glu He Lys Ala Gly Thr Thr Tyr Leu Trp 
325 

(2) INFORMATIONS POUR LA SEQ ID NO: 498: 

, ■ s CARACTERISTIQUES DE LA SEQUENCE : 

SSgUEUR: 235 acides amines 
m TYPE: acide amine 
|S CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vU1) POSITION DftNS LE GENOME i 4,3=7! . ."467= 
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(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 498: 



Met 


Thr 


Pro 


Ser 


Ala 


Leu 


Phe 


His 


Lys 


Arg 


Leu 


He 


Glu 


Gin 


Phe 


Thr 


1 








5 










10 










15 




lie 


Phe 


Leu 


Ser 


Val 


Asp 


Arg 


Gly 


He 


Ser 


Pro 


Leu 


Ser 


Val 


Gin 


Ala 








20 










25 










30 






Tyr 


Cys 


Gin 


Asp 


Val 


Leu 


Leu 


Phe 


Leu 


Gin 


Arg 


Ala 


Ser 


He 


Glu 


Ala 


35 










40 










45 








Thr 


Asp 


Arg 


He 


Asn 


Gin 


Glu 


Ser 


Val 


Phe 


Leu 


Phe 


Val 


Glu 


Lys 


Cys 




50 










55 










60 










His 


Lys 


Ala 


Lys 


Glu 


Ser 


Glu 


Thr 


Thr 


Leu 


Ala 


Arg 


Arg 


Leu 


He 


Ala 


65 








70 










75 










80 


Leu 


Lys 


Val 


Phe 


Phe 


His 


Phe 


Leu 


Lys 


Asp 


Val 


Lys 


Met 


Leu Asp 


Gin 








85 










90 










95 




Gin 


Pro 


Phe 


He 


Glu 


His 


Pro 


Lys 


He 


Trp 


Lys 


Arg 


Leu 


Pro 


Ser 


He 








100 










105 










110 






Leu 


Ser 


Thr 


Glu 


Glu 


Val 


Asn 


Ser 


Leu 


Leu 


Asp 


Gin 


Pro 


Leu 


Asn 


He 






115 










120 










125 








Pro 


Asn 


Leu 


Asp 


Thr 


His 


He 


Ala 


Ser 


Arg Asp 


Ala 


Ala 


He 


Leu 


Tyr 




130 










135 










140 










Thr 


Phe 


Tyr 


Ala 


Thr 


Gly 


He 


Arg 


Val 


Ser 


Glu 


Leu 


Cys 


Asp 


Leu 


Cys 


145 








150 










155 










160 


He 


Gly 


Asp 


He 


Ser 


Asp 


Asp 


Phe 


He 


Arg 


Val 


Thr 


Gly 


Lys 


Gly 


Arg 






165 










170 










175 




Lys 


Thr 


Arg 


Leu 


Val 


Pro 


He 


Ser 


He 


Lys 


Ala 


Lys 


Gin 


Ala 


He 


Asp 






180 










185 










190 






Ala 


Tyr 


Leu 


Ser 


Ser 


Phe 


Arg 


Asp 


Glu 


Leu 


Gin 


Lys 


Lys 


He 


Pro 


Leu 




195 










200 










205 








Lys 


Asn 


Met 


Tyr 


Phe 


Cys 


Leu 


Ser 


Glu 


Gly 


Lys 


Asn 


Ser 


He 


Val 


Pro 


210 










215 










220 










Val 


Tyr 


Gly 


Asn 


Ala 


Leu 


Leu 


Phe 


Met 


Gin 


Asn 












225 








230 










235 













(2) INFORMATIONS POUR LA SEQ ID NO : 49 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 9 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : 494573.-494869 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 499: 

Thr Thr Lys Lys Asn Pro Ser Glu Glu His Val Phe Leu Ser He Arg 

15 10 15 

Gly Lys Lys Leu Asp Arg Ser Cys Val Trp Lys Arg He Thr Phe Tyr 

20 25 30 

Ala Lys Leu Val Thr Thr Lys Arg He Ser Pro His Ser Leu Arg His 

35 40 45 

Pro Phe Ala Thr His Leu Leu Asn Asn His Ala Asp Leu Arg He He 

50 55 60 

Gin Glu Met Leu Gly His Ser Arg He Ser Ser Thr Glu He Tyr Thr 
65 70 75 80 

His Val Ala Ser Glu Ser Leu He Glu Lys Phe His Thr Tyr His Pro 
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85 



Arg Asp He 



90 



95 



(2) INFORMATIONS POUR LA SEQ ID NO: 500: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 177 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vi ii) POSITION DANS LE GENOME : 49483 5.-4953 65 

( xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 500: 

ser L ys Asn Ser Thr Pro Thr He Leu Glu He Ser Lys lie Cys Asp 

Glu Val Phe Ser Lr Phe Ser Leu Glu Gin Val Ser T*r Lys Gly Thr 

Ar g Ala Ser Leu Glu Asn Ser Leu Val Tyr Pro Arg Leu His Leu Tyr 

Trp Asp Asn Asn Ser His Thr Gly Arg Asp Ser Lys Asn ^ Lys Glu 

Ser "a Pro Leu Pro Val Leu Gin He Leu Leu Leu Gin Gin Glu Arc. 

IL Pro Lys Val Glu Leu Glu He Pro Asn Thr Pro His Gin Pro Gin 

Lys Gin Gin Asn fer Thr Lys Pro Ser Pro Lys Gly Leu Thr Ala Val 

S er Phe Thr Phe Pro His Leu Phe Ser Asp Ala Ala Glu Lys Thr Thr 

115 „ *„, tvs His Thr Arg Tyr Leu Asn Lys Lys He 

Asp ser Gly Tyr Pro Asn Lys His Tnr g y ^ 

130 „ „ Tl . r -|v Leu Glu Pro Thr cys Arg 

Phe Arg Arg Lys Ala Met Pro Arg He Gly Leu Gl ^ 

145 „ III qer Ser Val Ser Thr Asn Phe Thr Thr Trp 

Glu Ala Leu Asp Pro Lys Ser Ser vai ^ yis 



165 

Ala 



(2 ) INFORMATIONS POUR LA SEQ ID NO : 501: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 101 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : complement ( 494872 .. 495174 , 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 501: 
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Met 


Lys 


Gin 


Leu 


Ser 


He 


Leu 


Leu 


Gly Met 


Val 


Ser 


Leu 


Ser 


Ser 


Ala 


1 






5 










10 










15 




Val 


Phe 


Gly 


Ala 


Asp 


Ala 


Val 


Tyr 


Ser 


Gly 


Ser 


Leu 


Val 


Gin 


Pro 


Ser 






20 










25 










30 






Glu 


Ser 


Val 


Leu 


Val 


Ala 


Gly 


Val 


Glu 


Phe 


Glu 


Glu 


Gin 


Glu Gly 


Glu 






35 










40 










45 








Arg 


He 


Pro 


Tyr 


Ser 


Phe 


Tyr 


Tyr 


Pro 


Tyr 


Gin 


Tyr 


Asp 


Tyr 


Tyr 


Tyr 


50 










55 










60 










Pro 


Asn 


Thr 


Gly 


Val 


Asp 


Glu 


Asp 


Thr 


Pro 


Glu 


Ser 


Phe 


Gin 


Glu 


Lys 


65 








70 










75 










80 


His 


Glu 


Cys 


Pro 


Cys 


Lys 


Lys 


Pro 


Val 


Pro 


Glu 


Lys 


Lys 


Lys 


Lys 


Lys 








85 










90 










95 




Pro 


Arg 


Arg 


Arg 
100 


Ser 

























(2) INFORMATIONS POUR LA SEQ ID NO: 502: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 316 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: 49 5687.-4 9 6634 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 502: 



Val 


Pro 


Ser 


Phe 


Leu 


Lys 


Gly 


Leu 


Asp 


Thr 


Leu 


Thr 


Ser 


Val 


Thr 


Met 


1 








5 










10 










15 




Asp 


Thr 


Pro 


Thr 


Pro 


Leu 


Ser 


Ser 


Val 


Pro 


Thr 


Asn 


Ala 


Ser 


Leu 


Lys 






20 










25 










30 






Gly 


Glu 


Pro 


Gly 


Ser 


Ser 


Ser 


Gin 


Phe 


Ser 


Ser 


Ala 


Glu 


Lys 


Gly 


Val 




35 










40 










45 








Leu 


Lys 
50 


Thr 


Ser 


He 


Gly 


Asp 
55 


Val 


Val 


Leu 


Ser 


Gin 
60 


Ser 


He 


Glu 


Asp 


Gly 


Gly 


Asn 


Glu 


Thr 


Gin 


He 


Ser 


Leu 


Val 


Gly 


Val 


Val 


Asn 


He 


Asn 


65 








70 










75 










80 


Met 


Ala 


Gin 


Glu 


Glu 
85 


Leu 


Pro 


Ala 


Leu 


Val 
90 


Ser 


Pro 


Arg 


Thr 


Phe 
95 


He 


Phe 


Leu 


Pro 


Pro 
100 


Glu 


Thr 


Val 


Glu 


Leu 
105 


Glu 


He 


Gin 


He 


Ala 
110 


Glu 


Met 


Phe 


Gin 


Ala 
115 


Leu 


Glu 


Glu 


Thr 


Pro 
120 


Ser 


Ser 


Asp 


Ser 


Arg 
125 


Ser 


Leu 


Gin 


Gin 


Lys 
130 


Glu 


Thr 


Ser 


Ala 


Gin 
135 


Thr 


Pro 


Pro 


Ala 


Pro 
140 


Ser 


Gly 


Lys 


Val 


Ser 


He 


Phe 


Ser 


Leu 


Gin 


Ala 


Gin 


Gly 


Ser 


Ser 


Gin 


Thr 


Arg 


Ser 


Leu 


145 










150 










155 










160 


Pro 


Ser 


Ser 


Gin 


Glu 


Ser 


Leu 


Ser 


Pro 


Gin 


Gin 


Pro 


Ala 


Arg 


Ala 


He 








165 










170 










175 




Gin 


Gly 


Leu 


Asn 


Thr 


Pro 


Phe 


Ser 


Pro 


Ala 


Ala 


Arg 


Cys 


Thr 


He 


Arg 






180 










185 










190 






Ala 


Val 


Pro 
195 


Leu 


Ser 


He 


Val 


Pro 
200 


His 


Arg 


Arg 


Ala 


Asn 
205 


Pro 


Lys 


Pro 


Ser 


Gin 
210 


Ser 


Val 


Leu 


He 


He 
215 


Ala 


Leu 


Val 


Leu 


Thr 
220 


Arg 


Gin 


Ala 


He 


Gin 


Gin 


Glu 


Arg 


Leu 


Asn 


Phe 


Leu 


Pro 


Arg 


Asn 


Gly Asn 


Phe 


Leu 


Leu 
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235 2 40 



III Glu L.u Ly, P» Gin am Glu Glu Lys Lys Glu Thr V,l Asn 
Lys Ly. Asp ,1. « XL W « « ^ "* WS 

Mg w . H. 2 s« « «« II. cy. Lys cys l.u l.u - Lys « - 
« .x. S w « £ «■ ^ So ~ ~ ™ 

n .u L.u II. H.t Ar 0 Pro L.u II. Leu «g Pro lie 



305 310 



(2) INFORMATIONS POUR I* SEQ ID BO, 503: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR : 294 acid.s amines 

(B) TYPE: acide amine 

(D) CONFIGURATION : lineaire 

(iii) HYPOTHETIQUE : oui 

, Tl ii) POSITION DANS LE GENOME : 496295 .. 497176 
(xi > DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 503, 
s.r Lys S.r Lys mr Phe s.r Lys cy. s.r Hi. Hi. s.r s.r Ar g Thr 
iy r G1 „ Thr Gly His s.r Thr Gly Thr Al. oln Leu S.r s.r Gin Glu 
m Glu Ph. Ser S.r Gin Thr V.l Lys Thr cys s.r Thr Gly Ar g GIu 
Lys Ar g Asp Gly Gin Gin GIu Ar» His S.r Asp Gin Glu GI» A.n s.r 
„ S. ser Tyr Gin GIu GIU Asp Leu s.r Asp Asp Met Gl„ V.I ser 
Sr ser Lys Ar 3 ser ser His Pro GIu Asp GIu As» Thr GIu GIu V.l 
Ph . ser va! ser Hi. Ph. Ala Tyr His Ala Al, Pro Hi. Pro Al. Ser 
„ L.u Asp Gin GIU s.r Asn Gin Ser Thr Phe Gin Lys Ar 0 Pro Pro 
s.r Pro £1 ser Leu P.. s« Ser Gin Asn Aia Thr GIu GIu Al, Pro 
Ly. Glu Ala Ar 9 Val GIu Ln Val Phe L.u „ Ph. M. t Ar B L.u Met 
IS Ar g lie Leu Gly III Ala GIu Al. GIu Al. His GIu L.u Tyr L.u 
Mg V.1 Lys Glu £ -r ASP s.r val Asp Al. L.u Thr L.u L.u L.u 
s.r Ly. II. As" Asn Glu Lys Gly Al. He A.p Trp A.n Gin A.p Glu 
Glu M.t Ar 9 Ala Leu V.l Asp Gin Al. Ly. Ly. Leu Gly Val Pro II. 
Gly Asp ser Tyr Asp Trp S.r Glu Glu Gly Lys Lys L.U L.u Lys Glu 
£ lie Gin M.t Ar g Lys Glu A.n M.t Glu Ly. II. Thr Gin L.U Glu 



1248 



Arg Thr Asp Met Gin Arg His Leu Gin Glu Val Ser Gin 

260 265 
Ala Arg Ser Asn Val Leu Lys Leu Leu Lys Glu Leu Met 
275 280 285 

lie Tyr Asn Met Arg Pro 
290 



(2) INFORMATIONS POUR LA SEQ ID NO: 504: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 271 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 497703 498515 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 504: 



He 


Thr 


Lys 


Asp 


Ser 


Tyr 


Tyr 


Tyr 


Val 


He 


Leu 


Val 


Cys 


Ser 


Arg 


Thr 


1 








5 










10 - 










15 




Asp 


Val 


Ala 


Leu 


Ser 


Gin 


Thr 


Leu 


Asp 


Leu 


Pro 


Asp 


Ala 


Ser 


Leu 


Ala 






20 










25 










30 






Val 


Gin 


Thr 
35 


Glu 


Lys 


Phe 


Pro 


Tyr 
40 


Ser 


Cys 


Ser 


He 


Ser 
45 


Lys 


Glu 


Ser 


Ala 


Pro 
50 


Ser 


Cys 


He 


Arg 


Lys 
55 


He 


Phe 


Ala 


His 


Leu 
60 


Ala 


Ser 


Gin 


Lys 


Glu 


Ser 


Ala 


Pro 


Leu 


Ser 


Phe 


Ser 


Arg 


Leu 


Gin 


Pro 


Thr 


Thr 


Pro 


Lys 


65 










70 










75 










80 


Glu 


Arg 


He 


Leu 


Phe 


Phe 


Gly 


Ser 


Ser 


Pro 


Ser 


Ser 


Gin 


Leu 


Ser 


Ser 








85 










90 










95 




Thr 


Val 


Arg 


Thr 
100 


Thr 


Thr 


Ser 


Ser 


Pro 
105 


Trp 


Asn 


Leu 


Phe 


Ser 
110 


Asn 


Ser 


Gin 


Ala 


Arg 
115 


Asn 


Ser 


Thr 


Arg 


Lys 
120 


Leu 


Ser 


Glu 


Lys 


Leu 
125 


His 


Leu 


Ser 


Ser 


Glu 
130 


Leu 


Ser 


Ala 


Arg 


Asp 
135 


Ser 


Thr 


Lys 


Pro 


Ser 
140 


Ser 


Ser 


Glu 


Pro 


Val 


Lys 


Pro 


Ser 


Glu 


Asn 


Leu 


Leu 


His 


Thr 


Pro 


Glu 


His 


His 


Lys 


Glu 


145 








150 










155 










160 


Ser 


Phe 


Ser 


Ser 


Leu 
165 


Lys 


Lys 


Asp 


Asn 


Leu 
170 


Ser 


Pro 


He 


Met 


Glu 
175 


Glu 


He 


Asp 


Ser 


Phe 


Ser 


Ala 


Glu 


Thr 


Glu 


Ser 


Leu 


Glu 


Glu 


Arg 


Leu 


Val 






180 










185 










190 






Thr 


Gin 


Lys 


Lys 


Glu 


Glu 


Thr 


Val 


Ala 


Gin 


Glu 


Gin 


Lys 


His 


Pro 


Leu 






195 








200 










205 








Leu 


Arg 
210 


Thr 


Ser 


Thr 


Pro 


Pro 
215 


Ser 


Lys 


Ala 


Ser 


Gly 
220 


Glu 


Ser 


Gin 


Asp 


Ser 


Ser 


Glu 


His 


Ser 


Ser 


Lys 


Glu 


Asp 


Pro 


Tyr 


Ser 


Gin 


Gin 


Pro 


Ser 


225 










230 










235 










240 


His 


Lys 


He 


Gin 


Arg 


Arg 


Gly 


Thr 


Ser 


Gin 


Lys 


Ser 


Cys 


Ser 


Tyr 


His 








245 










250 










255 




His 


Thr 


Thr 


Tyr 
260 


Cys 


Arg 


Asp 


Leu 


Leu 
265 


Phe 


Lys 


Leu 


Pro 


Ser 
270 


His 





Cys His Gin 
270 

Asp Thr Phe 



(2) INFORMATIONS POUR LA SEQ ID NO: 505: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 320 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION MB IS GENOME ■- 498280 .. 499239 

Wi , DESCRIPTION DE LA SEQUENCE : SEQ ID NO, 505, 

Hl . WS ^ «o » HU ^ » - «• - T»r 

U C , Pr. Pro ~ - !,.» Pro £. H iS cm da «, V*I .V TUr 

m Pro s.r Kr »» «. «. JJ- * I.U X- - ~ « - « 

« WS Sr OX- - ax« « »X. « «X ^ « "° "* 

^ P?o Pro *r V.I aXy 5 l'l. « s« « - ^ « - - jjj. 

£ B CI y XX. -> SSp - « ^ S " ^ R " 
« ox. T*r T*r SL OX» OX. I.u « - - «■ ^ 

100 val Asp Lys Ser Lys Thr Met Arg Phe Trp 

Glu Gin Val Gin Lys He Val Asp Ly ^ 

„ s.r S IX. s.r II. V.I ix. * .X. XX. Pro TO ,X. «« M. t 
Gly Tx XX. V.X «r XX. XX. - « OX, Og CX y XX. «. «r Trp 

Si ~ L .u P*. XX. ix. « XI. M. C IX. V.I XX. ~ « « - 

165 » at* He Ala Lys His Leu Pro Gly Asn Asp 
Ala Phe Asp Gly Trp Arg Ala lie Ala uy igQ 

180 T «, civ Tvr Val Lys Leu Ala Leu Thr 

Leu Glu Lys Lys Met Arg Tyr Leu Gly Tyr v y ^ 

V.I P.. s.r ^ ~ ~ ~ « « - So V " *" ^ ^ 
OIy Met s.r Pro « « £« CX y V.X V.I ». s.r IX. XX. «„ XX. 
S ~ CX. M« L- ~ - «. OX, V.I « T.T « OX» 

245 ^_ „ Ti e Asp Ala Arg 

ser Ser Ser Gin Lys He Arg Ala Arg Cys Thr 

260 , Phe Leu Arg Ala Glu 

He Glu Leu He Asn Trp Glu Arg Asp Glu Tyr ^ 

275 « Me t Gin Thr Ser Phe Glu Gin Leu Thr Glu Thr 

Gin Leu Leu Asp Ser Met Gin Thr b ^ 

290 n, ,ra Glu lie Asp Gin Thr Phe Thr Asp Ala Leu Arg 

Leu Gin Leu Gin Arg Glu lie asp ^ 320 



305 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 506: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 
( A) LONGUEUR: 506 acides amines 
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(B) TYPE: acide amin<§ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 49 9215 500732 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 506: 

Pro Asn Val Tyr Arg Arg Leu Thr He Ala He Leu Pro Met Thr He 

15 10 15 

Thr Val Pro Gin Glu Thr Leu Pro Ser Leu Gin Thr He Ala Thr Gly 

20 25 30 

Glu Gin Thr Glu Thr Ser Cys Glu Glu Ala Ser Ala Leu Ser Asn Glu 

35 40 45 

He Gin Leu Leu Glu Pro Gly Gin Ala Ala He Leu Arg Ser Leu Ser 

50 55 60 

Asp Leu Cys Leu Ser Val He Glu Gin Thr Glu Lys Thr Leu Pro His 
65 70 75 80 

Ser Lys His Ser Pro Ser Phe Arg Glu Ser Cys Pro Leu Lys Tyr Leu 

85 90 95 

Ser Gin Gin Thr Ser Ala Ser Ser Arg Thr Gin Glu Ser Ala Thr Ala 

100 105 HO 

Glu Gin Gin Ser Leu Thr Pro Thr Pro Thr Pro Gin Lys Thr Pro Thr 

115 120 125 

Gin Thr Leu His Asn Lys Pro Ser Thr Pro He Ser His Lys Ser Ser 

130 135 140 

Val Gin Gly Arg He Gin Thr Ser Pro Gin His Ser Thr Pro Leu Arg 
145 150 155 160 

Ser He Pro Val He He Ser Leu Pro Asn Thr Gin Gin Ala Leu Thr 

165 170 175 

Asp Arg Glu Pro He Gin Asn Ser Asn Cys Ser Pro Thr Leu Ser Val 

180 185 190 

Thr He Phe Asn Lys Glu Ser Ser Ser Ser Ser Lys Lys Asp Ser Ala 

195 200 205 

Ala Ser Arg Glu Gin Ser Ser Ser His Ser Ser Ser Leu Gin Lys Asn 

210 215 220 

Leu Ser Ser Pro Arg Ala Ala Leu Leu Ser Pro Met Ala Leu Phe Glu 
225 230 235 240 

Thr Thr Ala Gin Lys Glu Thr Leu Ala Arg Glu Gly Leu Leu His Glu 

245 250 255 

Arg Glu Asp Leu Ser Gin Glu Gly Asp Arg Asp His His Gin Ser Asp 

260 265 270 

Gin Gin Gin Glu Glu Lys Glu Asp Leu Ala He Ser Ala Ser Phe Leu 

275 280 285 

Ser His Ser Lys Lys Arg Arg Glu His His Phe Asp Pro Glu Tyr Leu 

290 295 300 

Pro Glu Glu He Arg Glu Phe Ala Leu Ser Glu Ala Gin Leu Ser Gin 
305 310 315 320 

Leu Leu His He Arg Leu Asn His Leu Asp He Leu Arg He Cys Ala 

325 330 335 

Glu He Met Lys Leu Met Leu Asn Ser Arg Glu Gin Asp Leu Leu Glu 

340 345 350 

Arg Arg Ser Thr Arg Thr His Phe Met Gin Glu Ala Lys Lys He Ala 

355 360 365 

Asp Ser Phe Ala Lys Gin Ala Arg He Thr Lys Trp Leu Gly He Ala 

370 375 380 

Thr Ala Thr Leu Gly He Phe Gly Gly He Ser Pro He He Gly Glu 
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395 400 



385 390 , «„i Tie Ara Lys Ala Thr Gly Gly 

Val Gly Gly Glu Gly Leu Leu Asn Val II- Arg y ^ 

405 « rw Thr Phe Phe Glu Gly Trp Gly Lys cys 
Trp Gin Gin Ala Ser Ser Lys Thr Phe v ^ Q 

420 * „ , qf3r Ser T hr Val Tyr Asp 

Val Leu Ser Leu Ser Glu Leu Ala Lys Val Ser ^ 

435 „ i a™ THr lie Ala Glu Ser Tyr Lys Glu Leu 

Leu Arg Pro Lys Pro Val Arg Thr He A ^ 

450 t Glu His Asp Glu Met Leu Arg Ser lie Glu Glu Leu Lys 

Plie Arg Leu Glu His Asp 4iou 

4 " * Met AS P Ser Phe Leu Leu Gin He Leu Gin Thr 

Asp His Gly Arg Asn Met Asp Ser *• 4g5 

485 _ 
Gin His Asp Ala Val Arg Ser Leu Tyr Gin 
500 

(2 ) INFORMATIONS POUR LA SEQ ID NO: 507: 

M) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 07 acides amines 

(B) TYPE: acide amine 

{D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vlli) POSITION »» I* GENOME : =«1— t . 5007,0 .. 501710, 
(xi) DESCRIPTION DE LA SEQUENCE : SE0 ID NO, 507: 

« « .I- xi. - - « "° ~ is 7 

il« „ *1. XX. llo - v.l VJ1 «u - « 

m IX. W £ His - IX. Val HX» » «. Hi. »X V„l « 

L y S L .» £. OXu W s Sly - XX. P.. XX. - « - -X. - «X 
P „ S. „ S« « V.X fx. P.. ~ - His Cly V,X Pro «. £ 
S. «. OXu OXu - Sr o» «, OX, -> XL IX. « - 
cys oly « »X Sr ». «X His ~ AX* V,l W - - Tjr - 
Ly , cly Tyr if. IX. 11. « XX. ..vs «. SS -X - XX. 
Il8 G ly S «. G1V OX« ,X. £. « - XX. «J V.I V.l Glu « 

„. £ oxu »x «x» xx. - - «- « - «" ^ ™ " U xfo 

£ Val T* OX. « S L« ~ «= « *» M " AW & ^ 

165 , „ Tlo Ptie Thr Leu Pro Ser Ser 

Ala Ala Leu Lys Ala Arg Tyr Pro Arg He Phe Thr ^ 

Ser lie cys Sr Ala Thr Gin Asn Arg Gin Gly Ala Leu Arg Asn He 
Leu P ro Gin Val Asp Phe Val Sr Val He Gly Asp Arg - Ser Ser 
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Asn Ser Asn Arg 
225 

Arg Leu Val Asn 

Ser Gly Asn lie 
260 

Val Gin Ala Cys 
275 

lie Glu Met Asp 

290 
Lys Glu Leu 
305 



Leu Arg Glu Val 
230 

His Pro Asp Glu 
245 

Gly lie Thr Ala 

Leu Met Lys Leu 
280 

Leu Phe Val Glu 
295 



Ala Glu Arg Arg 
235 

Val Thr Glu Glu 
250 

Gly Ala Ser Thr 
265 

Gin Glu Leu lie 

Glu Asp Thr Val 
300 



Gly Val Thr Ala 
240 

lie Leu Gin Tyr 
255 

Pro Glu Asp Val 
270 

Pro Asp Leu Ser 
285 

Phe Gin Leu Pro 



(2) INFORMATIONS POUR LA SEQ ID NO: 508: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 52 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (5 01808 502 863 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 508: 

Phe Ala He Leu Leu Ser Asn Gly Ser Ala Phe Leu Gly Arg Ala Ser 

15 10 15 

Gin Ser Leu Cys Asn Glu Trp Phe Glu Lys Arg Val Gin Tyr Trp Glu 

20 25 30 

Tyr Asp Gly Phe Leu Pro Val He Gly Pro Val He Trp Glu Ser Glu 

35 40 45 

Gly Leu Phe Arg Ala Tyr He Ser Ser Val Thr Asp Gly Asp Gly Lys 

50 55 60 

Ser His Lys Val Gly Phe Leu Arg He Pro Thr Tyr Ser Trp Gin Asp 
65 70 75 80 

Met Glu Asp Phe Asp Pro Ser Gly Pro Pro Pro Trp Glu Glu Phe Ala 

85 90 95 

Lys He He Gin Val Phe Ser Ser Asn Thr Glu Ala Leu He He Asp 

100 105 HO 

Gin Thr Asn Asn Pro Gly Gly Ser Val Leu Tyr Leu Tyr Ala Leu Leu 

115 120 125 

Ser Met Leu Thr Asp Arg Pro Leu Glu Leu Pro Lys His Arg Met He 

130 135 140 

Leu Thr Gin Asp Glu Val Val Asp Ala Leu Asp Trp Leu Thr Leu Leu 
145 150 155 160 

Glu Asn Val Asp Thr Asn Val Glu Ser Arg Leu Ala Leu Gly Asp Asn 

165 170 175 

Met Glu Gly Tyr Thr Val Asp Leu Gin Val Ala Glu Tyr Leu Lys Ser 

180 185 190 

Phe Gly Arg Gin Val Leu Asn Cys Trp Ser Lys Gly Asp He Glu Leu 

195 200 . 205 

Ser Thr Pro He Pro Leu Phe Gly Phe Glu Lys He His Pro His Pro 

210 215 220 

Arg Val Gin Tyr Ser Lys Pro He Cys Val Leu He Asn Glu Gin Asp 
225 230 235 240 

Phe Ser Cys Ala Asp Phe Phe Pro Val Val Leu Lys Asp Asn Asp Arg 
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250 255 



R1 a « II. V,I Gly Thr « g Thr Ala Gly Al, cly Gly *1 P». 
„ val Gin ~ « » « Thr Oly XL W - 5g - - ™ 
Gly s.r S AX, -X Ar 9 GXu His Oly AXa Ph. XXe OX. Ash XX, Gly 
»1 Glu Pro His XX. «p X..U Pro » Thr .X. Asn Asp IX. Aro Tyr 

3 05 310 . „ T .„ Val Lvs Lys Leu Val Cys Gin 

L ys Gly Tyr Ser Glu Tyr Leu Asp Lys Val Lys Ly ^ 

* III Glv Thr He He Leu Ala Glu Asp Gly Ser Phe 
Leu lie Asn Asn Asp Gly mr ^ 350 



340 



(2) INFORMATIONS POUR LA SEQ ID NO : 509 : 

(i) C ARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 328 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vili ) POSITION DANS LE GENOME: co,pl.».nt .502692 .. 503675 , 
(Xi) DESCRIPTION DE I* SE0UENCE, SEQ ID NO: 509: 
ws oxy s.r ,.u Pro IX. «u Gly Pro ph. L- Asn Gly X.ys M.t Gly 
Ph. Trp A« mr Lr IX. M.t W . M.t Asn Ar, XX. Trp ,.u «. «. 
L .u Thr Ph. s.r s.r AXa IX. His s.r Pro Val Ar 0 Gly Gin S.r L .u 
Val cys %. Asn Al. D.u Gin Asp S.r Ph. « OXu His D.u K.u 
GXn val «s Tyr AX, Pro lys Thr Trp ,ys Glu CX„ Tyr « Gly Trp 
Sp L .u V.1 Gin s.r s°.r val S.r Ala Gin Gin Dys D.u Ar 0 » «m 

„ s.r Ph. cys Gin GXn val Leu AXa Asp Ph. IX. 

Glu Asn Pro Ser Thr Ser Pne tys llQ 

Gly GXy « Asn Asp Ph. His AXa GXy vaX Thr Ph. Ph. AX, XXe Glu 
s.r AXa Sr L .u Pro Tyr Thr V,X GXn W s s.r s.r Asp GXy Ar g Ph. 
w Ph. V.X Asp XI. M.t Thr Ph. S.r S.r Gin XI. Ar g val GXy Asp 
Glu h.u X..U GXU V,X Asp OXy AXa Pro VaX Gin Asp Val «, AXa Thr 
L .u Tyr GXy s.r Asn His hys GXy Thr AXa AXa GXn GXU s.r AXa AXa 
„.u Arg Thr III Ph. s.r Ar g M.t AX. s.r «* GXy His L ys VaX Pro 

195 AT-rr Pro Phe Gly Thr Thr Arg 

ser Gly Arg Thr Thr Leu Lys He Arg Arg Pro Phe 

210 m I™ Tv/r Val Pro Glu Gly Val Gly Asp Leu 

Glu Val Arg Val Lys Trp Arg Tyr Val Pro w y 24Q 

o 7 n 



225 
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Ala Thr He Ala 

Arg Ser Phe Phe 
260 

Leu Phe Tyr Ser 
275 

His Tyr Ala Thr 
290 

Met Gly Phe Ser 
305 

Phe Ser Ala Leu 



Pro Ser He Arg 
245 

Pro Lys Lys Asp 

Pro Met Val Pro 
280 

Ser Gly Leu Lys 
295 

Leu Ser Leu Gly 
310 

He Phe Leu Arg 
325 



Ala Pro Gin Leu 
250 

Asp Ala Phe His 
265 

His Phe Trp Ala 

Ser Gly Tyr Asn 
300 

Leu Leu Tyr Gly 
315 



Gin Lys Ser Met 
255 

Arg Ser Ser Ser 
270 

Glu Leu Arg Asn 
285 

He Gly Ser Thr 

Ser Arg Arg Val 
320 



(2) INFORMATIONS POUR LA SEQ ID NO : 510: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 421 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION : lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 503722 .. 5049 84 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 510: 



Met 


Leu 




Phe 


Gin 


Leu 


Cys 


Leu 


Leu 


Phe 


Leu 


Phe 


Gly 


Tyr 


Leu 


Ala 


1 








5 










10 










15 




He 


Val 


Phe 


Glu 


His 


He 


Val 


Arg 


Val 


Asn 


Lys 


Ser 


Ala 


Val 


Ser 


Leu 








20 










25 










30 






Ala 


Met 


Gly 


Gly 


Leu 


Met 


Trp 


Leu 


Val 


Cys 


Phe 


Ser 


His 


He 


Pro 


His 






35 










40 










45 








He 


Asp 


His 


Val 


Met 


Met 


Val 


Glu 


Glu 


He 


Ala 


Asp 


Met 


Ala 


Gin 


Val 




50 










55 










60 










He 


Phe 


Phe 


Leu 


Phe 


Ala 


Ala 


Met 


Ala 


He 


Val 


Glu 


Leu 


He 


Asp 


Ala 


65 










70 










75 










80 


His 


Arg 


Gly 


Phe 


Ser 


He 


Val 


Val 


Arg 


Cys 


Cys 


Asn 


Val 


Glu 


Ser 


Arg 










85 










90 










95 




Ser 


Val 


Leu 


Leu 


Trp 


Val 


Leu 


Leu 


He 


Leu 


Ser 


Phe 


Phe 


Leu 


Ser 


Ala 








100 










105 










110 






Ala 


Leu 


Asp 


Asn 


Leu 


Thr 


Ser 


He 


He 


He 


He 


He 


Ser 


He 


Leu 


Lys 






115 










120 










125 








Arg 


Leu 


Val 


Lys 


Ala 


Arg 


Glu 


Asp 


Arg 


Leu 


Leu 


Leu 


Gly Ala 


Leu 


Cys 




130 










135 










140 










Val 


He 


Gly 


Val 


Asn 


Ala 


Gly 


Gly 


Ala 


Trp 


Thr 


Pro 


Leu 


Gly Asp 


Val 


145 










150 










155 










160 


Thr 


Thr 


Thr 


Met 


Leu 


Trp 


He 


Asn 


Asp 


Lys 


He 


Ser 


Thr 


Ser 


Gly 


He 










165 










170 










175 




He 


Thr 


Thr 


Leu 


Phe 


Leu 


Pro 


Ser 


Val 


Val 


Cys 


Val 


Val 


He 


Ala 


Gly 








180 










185 










190 






He 


Cys 


Gly 


Gin 


Leu 


Leu 


Leu 


Lys 


Lys 


Arg 


Arg 


Cys 


Ser 


Gly 


Leu 


Ser 






195 










200 










205 








Glu 


Asp 


Leu 


Asp 


Arg 


Glu 


Pro 


Ala 


Leu 


Pro 


Lys 


Ser 


Asn 


Leu 


He 


Ala 




210 










215 










220 










Cys 


Val 


Gly 


Phe 


Gly 


Ser 


Leu 


Leu 


Met 


Val 


Pro 


Met 


Trp 


Lys 


Ala 


Val 


225 










230 










235 










240 


Leu 


Gly 


Val 


Pro 


Pro 


Phe 


Met 


Gly 


Ala 


Leu 


Leu 


Gly 


Leu 


Gly 


Leu 


Val 
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250 255 



245 ~ xi e His ser Pro His Gly Glu Gly Arg Asn 
Trp Leu Val Ser Asp Trp He His Ser P 27 0 

260 Z? Tle Asp He Ser Ser Val 

His Leu Arg Met Pro His He Leu Thr Arg He Asp ^ 

275 X _, a Val A sn Ala Leu Thr Tyr Ser 

Thr Phe Phe He Gly He Leu Leu Ala Val Asn ^ 

290 a» Leu ser Val ser Met Asp Ala Leu Phe Ser Arg 

His Val Leu Arg Asp Leu Ser va ^ 320 

, nq 310 v ! Leu As p Asn 

Asn Thr Leu Ala Val Leu Leu Gly Leu Val Ser 

325 ^ T i„ gIv Met Tyr Asp Leu Pro Met Asn 

Val Pro Leu Val Ala Ala Thr He Gly Met Ty 350 

340 t T1 * Ala Tvr Thr Ala Gly Thr Gly Gly Ser 

Asp Pro Leu Trp Lys Leu He Ala Tyr ^ 

u . l.u S xx. «y ~ £ - OW »x ^ 0 - «« 

ws -r «- «y - - - - & s " Ttp Ile Ala p 

S ~ * - - - - ^ ~ IT. Phe " M " " cys 



405 

Val Asn Leu Phe Val 
420 



(2) INFORMATIONS POUR LA SEQ ID NO: 511: 

(1, CARACTERISTIQUES DE LA SEQUENCE: 

Si) LONGUEUR: 408 acides amines 

IB) TYPE: acide amine 

(D) CONFIGURATION: lin^aire 

(iii) HYPOTHETIQUE : oui 

(vll i, POSITION »= LE GENOME: 

BESCEIFTION DE LA SEQUENCE : SEQ ID NO: 511- 

ws „ is « xx. m ». « »x ~ - - - - - *r ~ 

ke « -r L.u ^ X^ »P - « - ~ fo' GW 

L.u Ala Phe £. L.u AX, xxe Ala XX. - XX. «, IX. »X « 
« s , 4 ° ., e n . „iy Gly Ph. Lea Ma ser 

pro Leu Gin oly Leu Leu Ala ser He 60 

Ala Leu Gly Gly « «. V.X Leu lie ser Gly Pro - - ~ - 
L s« IX. L.u ^ S. XX. Gly vax f , * -y - « - « 
« ^ IX. « Su H. t AXa Gly lie Ph. Leu V.X IX. Phe Gly Leu 
la Gly L.u £ ~ - XX. L,. % ~ «. ^ » - V.X ~ 
W Leu £ ~ Gly IX. AX. va"x XX. IX. - ~ ~ - - « 
« Phe L.u Gly Leu Gin E OX. As P Gly Val «. L.u „ P.. XX. 



150 
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Gly Lys Trp Ala 

Thr Phe Ala Val 
180 

Asn Tyr Lys Pro 
195 

Ser Thr Leu Val 
210 

Arg Tyr Gly Thr 
225 

lie Ser lie Thr 

Ser Val Leu Ser 
260 

Gly Met Thr Gly 
275 

Gly lie Ala Asn 
290 

Gly Ser Leu Ser 
305 

Pro lie Ala Gly 

Leu Leu Ala Pro 
340 

Val Leu lie Leu 
355 

His Leu Phe Thr 
370 

Phe lie Leu Thr 
385 

Met lie Leu Gin 



Ala Tyr Trp Asp 
165 

Gly Leu Phe Thr 

Arg Tyr Pro Gly 
200 

Trp lie Leu Lys 
215 

Leu Pro Ser Ser 
230 

Lys Met Leu Gin 
245 

Gly lie Glu Thr 

Trp Arg His Gin 
280 

lie Gly Thr Ser 
295 

Arg Thr Thr Ala 
310 

lie lie His Ala 
325 

Leu Thr lie Lys 

lie Ala Trp Asn 
360 

Ala Pro Lys Lys 
375 

Val Met Thr Thr 
390 

Pro Phe Tyr Ser 
405 



Tyr Leu Trp Thr 
170 

Leu Leu Leu Met 
185 

Val Met lie Ser 

lie Asp lie Pro 
220 

Leu Pro Gly Pro 
235 

Leu Met Pro Asp 
250 

Leu Leu Ala Ala 
265 

Ser Asn Cys Gin 

Leu Phe Ala Gly 
300 

Ser lie Lys Cys 
315 

lie Cys Leu Ser 

. 330 
lie Pro Leu Thr 
345 

Met Ser Glu lie 

Asp Val Leu Val 
380 

lie Thr Ser Ala 
395 



Trp Asp Ser Lys 
175 

lie Tyr Phe Arg 
190 

He He He Ala 
205 

Thr He Gly Ser 

Val Phe Pro His 
240 

Ala Leu Thr He 
255 

Val Val Ala Asp 
270 

Leu He Gly Gin 
285 

Met Pro Val Thr 

Gly Ala Ser Thr 
320 

Phe He Leu Leu 
335 

Cys Leu Ala Ala 
350 

His His Phe He 
365 

Leu Leu Thr Val 

Val Gin Val Gly 
400 



(2) INFORMATIONS POUR LA SEQ ID NO: 512: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 147 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 5069 99 50743 9 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 512: 

Ala He Tyr Leu Met Leu Ser Pro Gin Gin Asn He Leu Met Asn Pro 

15 10 15 

Asn Asn Leu Lys Met Thr Cys Tyr Phe Ser Lys Asn Glu Val Pro Pro 

20 25 30 

Phe Thr Glu He Tyr Glu He Asn Gly Pro Phe Phe Phe Gly He Ala 

35 40 45 

Asp Arg Leu Lys Asn Leu Leu Asn Glu He Glu Lys Pro Pro Lys He 

50 55 60 

Phe He Leu Cys Met Thr Arg Val Pro Thr He Asp Ala Ser Ala Met 
65 70 75 80 

His Ala Leu Glu Glu Phe Phe Leu Glu Cys Asp Arg Gin Gly Thr Leu 
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90 95 



Leu L eu Leu XI. 1% -1 Lys Lys Thr Pro - Ser Asp Leu Ar 9 Xra 
^ Hi. Val Z Glu Leu XI. -J V- A SP His XI. - - 

Lys Gly i£ Leu Leu Phe A la Lys - Leu He Lys ~ Glu Ser Lys 



130 
Ser Ser Gin 
145 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 513: 

(i , CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 252 acides amines 

(B) TYPE: acide amine 

(D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vlill POSITION * LE «»»■ co W .la»,n tl S0,64 9 .. 5 0e404, 

wl) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 513, 

S « Ph. Ar 9 V,! C Ser Ar 9 * W - ™> - »» r 

i ly cv. ser s.r L„ «P ~ «p Al. Lys Olu « ~ «* ^ - 

20 , T1a nlv phe Ser Leu Thr His 

cy s Gin Leu His A sn cys Leu Glu A rg He Gly ^ 

3 ? r , Ala lie Gly Gly Thr Ala He Gly Thr Gly Leu Asn 
Leu Tyr Glu Leu Ala lie c»iy y 6Q 

val Pro giu Gly «- v»x Glu Lys v.! 11. or. w Leu «, «, «« 
Sr Gly Glu Pro - -I Pro Al. «. » ^ ~ S U S " 

„ hu asp - - - «- Ala hu «y ~ « - «i " U ^ 

100 _ , Vaa Leu Gly Ser Gly 

, Tlo Jla Tv, r asp Leu Ser xaa ueu 

Cys Ala Leu Val Lys He Ala Thr a p ^ 

115 n nl , tip Phe Phe Pro Glu Asn Glu Pro Gly 

Pro A rg cys Gly Leu Gly Glu lie Phe Phe P ^ 

130 * Tio Asn Pro Thr Gin Ser Glu Ala Leu 

Ser ser He Met Pro Gly Lys He Asn Pro Tn^ 16Q 

J£ Met v,! cy. - v,r n. «y » » «n s.r n. n. - 

s.r oly Thr Lys oS « «- «« « »» ^ 5S ^ 

»° Leu Oln set val Asn Leu Leu Ala Gly Al. M.t Arg 
lie Tyt Asp Phe Leu Gin ser <■ 205 

s.r Phe Al, Asp cys Phe V.l cys Gly Leu Lys val Asn Lys Gly Gin 
« Gin Gin Asn V,l Glu £ ser Leu « Leu val * Al, Leu Val 
Pro Ph. Trp Gly Thr II. Asn Val Gin Arg Leu Leu 
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(2) INFORMATIONS POUR LA SEQ ID NO: 514: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 100 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 50829 1 50859 0 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 514: 



Thr 


He 


Met 


Gin 


Leu 


Thr 


Thr 


He 


Pro 


Arg 


Lys 


Leu 


Phe 


Cys 


Pro 


Arg 


1 








.5 










10 










15 




Val 


lie 


Gly 


Thr 


Thr 


Ser 


He 


Lys 


Cys 


Val 


Leu 


Pro 


He 


Phe 


He 


Ser 






20 










25 










30 






Arg 


Ala 


Asn 


Ser 


Lys 


Ala 


Leu 


Ala 


Ser 


Thr 


Thr 


Phe 


Phe 


Lys 


Cys 


Ser 




35 










40 










45 








Asn 


Thr 


Gly 


He 


Lys 


Asp 


Pro 


Phe 


He 


Leu 


Cys 


Thr 


Ala 


Ala 


He 


Cys 




50 










55 










60 










He 


Ala 


Val 


Gly 


Lys 


Thr 


Ser 


Phe 


Glu 


Asp 


Trp 


Val 


Tyr 


Ser 


Arg 


Asp 


65 






70 










75 










80 


His 


Trp 


Asp 


Ala 


Arg 


Asp 


Val 


Tyr 


Phe 


Gin 


Ala 


Leu 


Pro 


His 


Asp 


Ala 






85 










90 










95 





Glu Leu Leu Asn 
100 



(2) INFORMATIONS POUR LA SEQ ID NO: 515: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 146 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 508478 508915 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 515: 



35 

Lys Lys Cy: 
50 

Lys Arg Ar< 
65 



Glu 


Asn 


Asp 


Ser 


Leu 


Gly 


He 


Val 


Leu 


Val 


Pro 


Glu 


Asp 




5 








10 










15 




Gly 


Ala 


Gin 


Thr 


Gly 


Xaa 


Ser 


Gin 


Glu 


Phe 


Phe 


Ser 


Tyr 


20 










25 










30 






Ser 


Met 


Pro 


Leu 


Glu 


He 


He 


His 


Ala 


Leu 


Val 


Lys 


He 








40 










45 








Ala 


Ala 


Lys 


Ala 


Asn 


Gly 


Asp 


Leu 


Gly 


Cys 


Leu Asp 


Ala 






55 










60 










Asp 


Met 


He 


Val 


Ala 


Ala 


Thr 


Asp 


Glu 


He 


Leu 


Ser 


Gly 




70 










75 










80 


Glu 


His 


Phe 


Pro 


Leu 


Lys 


Val 


Trp 


Gin 


Thr 


Gly 


Ser 


Gly 




85 










90 










95 


He 


Asn 


Met 


Asn 


Val 


Asn 


Glu 


Val 


He 


Ala 


Asn 


Leu 


Ala 


100 










105 










110 






Gly Gly Glu 


Leu 


Gly 


Ser 


Lys 


His 


Pro 


Val 


His 


Pro 


Asn 
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Asp HU IS « Lys Pro ser » Gin « " f 10 ~ «" "* 



130 13S 



Cys He 
145 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 516: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

( A ) LONGUEUR: 313 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

'(Viii) POSITION DANS LE GENOME : 509753 .. 510691 
(xi , DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 516: 

T ~ u Phe Tyr Leu Lys Asp Asp Pro 
He Pro He Thr Val Leu Pro Cys Leu Phe iyr jr ig 

1 5 ml _ t,,= cot- Phe Thr Leu Leu Leu Asp 

Lys Leu Ala Ala Pro Val Pro Thr Lys Ser Phe Thr ^ 

20 i T* T^n Tvr Val Gly Val Glu Lys 

Trp Thr Pro Asn Pro Asn His lie Pro Leu Tyr Val G_y 

Gly P he Phe Val As P Glu Gly He Ser Leu Thr Leu Gin Lys Asn Thr 
ASP 11 Cys ser Ser He Pro His Leu Leu Leu Glu Lys Val Asp Tyr 
Leu Tyr His Ser leu Gly Val Leu Lys T*r Ala Val Ar, Gly Ala 
Pro Val Gin val Sa Gly Ar 9 Leu He Asp Ser Ser Leu Gin Gly Leu 

100 * nu Glv Val Glu Lys Leu Glu Asp Leu Asn Gly 
He Tyr Arg Lys Asn Glu Gly val oi y ^ 

115 iz R „ CoT . Tvs Asn Leu Pro Asn Leu 

Arg Val Leu Gly Phe cys Leu Asn Asp s.r Lys Asn 

L eu Si Ala L.u Arg Lys His His v.l v.l « ~ Glu II. Lys Asn 
ifl s.r Al. Asp Met s.r Pro «.t L.u * Tyr .In "« « »- 

165 ,r i m,i mv Val Thr He Ala Leu Lys 

Leu Tyr Gly Gly Ph. Tyr Asn V,l Glu Gly V.l TB ^ 

G ly Thr Pro Tnr Gly cys Phe Leu ser Asp Thr Tyr GXy s.r Pro Thr 

oly m £ Leu Leu XI. cy- Gly Lys Lys Gly s.r Pro Al, He, Thr 

Pro III Thr Leu Gin s.r Leu Gin Lys Al, Leu Ser Arg Ser Leu Asp 

pS cys Arg Glu Tyr Pro Gin Glu Al. Ph. Al, XI. Tyr Val Glu AX. 

Thr Lys Asp ser Pro Lys V,X Leu ser Asp GXU Gin Al. Gin Trp Glu 

V.1 Thr Leu Pro Leu L.u Ala Lys Thr Gin Glu Pro Leu ser Arg Glu 

L .„ Leu gIu S.r L.u L.u V.l Thr Leu Ser Thr Thr Cys Pro Asp Leu 



290 
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Gin Ala Ser lie Asp Thr Phe Phe Tyr 
305 310 



(2) INFORMATIONS POUR LA SEQ ID NO: 517: 

(i) CARACTERI ST I QUE S DE LA SEQUENCE : 

(A) LONGUEUR: 163 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 51103 9 511527 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 517: 



Lys 


Lys 


Gin 


Ser 


Ala 


Ala 


Ser 


Leu 


Glu 


Gly 


Lys 


Ser 


Phe 


Cys 


Ser 


Ser 


1 






5 










10 










15 




Arg 


Val 


Phe 


cys 


Ser 


Leu 


Ser 


Ser 


He 


He 


Arg 


Ala 


Pro 


Leu 


Leu 


Phe 






20 










25 










30 






Ala 


Asn 


Thr 


Ser 


Met 


Arg 


Ser 


Thr 


Val 


Val 


Gly 


Gly 


Cys 


Gly Val 


Met 






35 










40 










45 








Phe 


Thr 


Gly 


Met 


Arg 


Ala 


He 


Leu 


Arg 


Asn 


Thr 


Gin 


Ala 


Ser 


Leu 


Trp 




50 










55 










60 










Ser 


Lys 


He 


Pro 


Ser 


Leu 


Ser 


Gin 


Ser 


Pro 


Lys 


Val 


Ala 


Pro 


He 


Ala 


65 








70 










75 










80 


Leu 


Pro 


Leu 


Met 


He 


Gly 


Pro 


Ser 


Trp 


Leu 


Cys 


Ala 


Cys 


Ala 


Pro 


Leu 










85 










90 










95 




Ala 


Met 


Gin 


Gin 


Leu 


Pro 


Phe 


Ser 


He 


Val 


Cys 


Ala 


Leu 


Leu 


Cys 


Leu 








100 










105 










110 






Ser 


Trp 


Leu 


Met 


Met 


Thr 


He 


Thr 


Thr 


He 


Val 


Leu 


Gin 


Thr 


Ala 


Asn 




115 










120 










125 








Lys 


Ala 


Gly 


Ser 


Gin 


Thr 


He 


He 


Ala 


Thr 


Gin 


Thr 


He 


Leu 


Gly 


Leu 


130 










135 










140 










Ala 


Val 


Val 


He 


Val 


Gly 


Ala 


Gin 


Leu 


Leu 


Val 


Ser 


Gly 


Leu 


Gin 


Gin 


145 










150 










155 










160 


Thr 


Phe 


Leu 





























(2) INFORMATIONS POUR LA SEQ ID NO: 518: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 213 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 511547 .. 512185 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 518: 

Met Leu His Ser Leu Phe Arg Leu Thr Leu Leu Phe Tyr Ala Leu Phe 

15 10 15 

Asn Ala Leu Gly Ser Leu Pro Val Phe He Ala Leu Leu Lys Asn Phe 
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25 30 



2° Tle 2 lle Leu Arg Glu Ser lie Phe Ala 

Ser Phe Lys Lys Gin Gin Arg lie He Leu 45 

L „ a. - - - r - - - - y - ph * r I 
L . u s. ™ - - « - - G1 ° r - Gly r : E 

s. o ly s« T - - - - K- to " u pro £ 
01u to « «. s. -p - - - p " val ph * pte F X I 

1°° wot- Tie Thr Ser Thr Leu Gly His 

Phe Pro Val He Thr Gly Pro Ala Met He Thr ^ 

115 Glu Ile val Leu Gly Ala He Val 

Met Glu Glu Gly He Phe Pre > Lys Glu ^ 

130 n- Leu Phe Ser Leu He Thr Leu Leu Phe Ser Ser Ser He 

v=»a Ala Trp Leu rne " 155 

-s-— —ss— "Ts- 

165 t »i nv Asn Leu Met Leu Lys Ala Leu 

Gly lie Ser Leu Ala Leu Met Ala Gly Asn L ^ 

180 ,ie Gly Tyr Tyr Met Leu His Leu Lys Ala Leu 

S er Thr Ala Phe Asn He Gly Tyr y 2Q5 
195 



Leu Tyr Val Lys Arg 
210 



(2) INFORMATIONS POUR LA SEQ ID NO: 519: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

£ LONGUEUR: 237 acides amine- 

/ B n TYPE: acide amine 

Id) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

lvlii) POSJTIC M = ™ ""82..SX3092 

oESCBIPTtC DE » SEQUEKCE, SEQ ID *>: »»< 

L ~ «. ~ - « ~ - s - fo 9 pm Met m » ; 
; «, ~ - - « - $r Lp L,u s " » ; 
I L , „ s. - - - « s. « - - - - - :: 

35 „ tt,= cvs Thr Ser Leu Asn Glu Val He Cys His 

Pro Phe Pro Lys Thr He cys Thr g0 

Plv Tie Pro Asn Asp ±j-« Irj - 75 

" „. II, up «y w ^ MP ^ S " " g 

V.1 «.t «y oxu VI s«r Olu II. w» 

100 Ile Leu Glu Pro Asn Leu 

ser Leu Glu Ala Leu Asn Ala Ala lie Ser 125 

"5 "J Ile Glu Asn cys Ala Ala Lys Tyr 

Pro Leu Tyr Glu lie Gly Glu Val He ^ 
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Gly 


Phe 


Ser 


Val 


Val 


Asp 


Gin 


Phe 


Val 


Gly 


His 


Gly Val 


Gly 


Val 


Lys 


145 










150 










155 










iOU 


Phe 


His 


Glu 


Asn 


Pro 


Phe 


Val 


Ala 


His 


His 


Arg 


Asn 


Ser 


Cys 


Lys 


lie 








165 










170 










175 




Pro 


Leu 


Ala 


Pro 


Gly Met 


lie 


Phe 


Thr 


He 


Glu 


Pro 


Met 


He 


Asn 


Val 








180 










185 










190 






Gly 


Lys 


Lys 


Glu 


Gly 


Phe 


He 


Asp 


Pro 


He 


Asn 


His 


Trp 


Glu 


Ala 


Arg 


195 










200 










205 








Thr 


Cys 
210 


Asp 


His 


Gin 


Pro 


Ser 
215 


Ala 


Gin 


Trp 


Glu 


His 
220 


Ala 


He 


Leu 


He 


Thr 


Asp 


Ser 


Gly 


Cys 


Glu 


Val 


Leu 


Thr 


Leu 


Leu 


Asp 


Lys 








225 










230 










235 













(2) INFORMATIONS POUR LA SEQ ID NO: 520: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 411 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 513 055 514287 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 520: 

Thr Lys Lys Arg Val Leu Met Gly Phe Gly Thr Val Arg Gly Lys Gly 

15 10 15 

Lys Ala Val Lys Ser Phe Phe Leu Arg Pro Leu Gin Asn Leu Glu Val 

20 25 30 

Gly Leu Phe Ser Leu Pro He Val Leu Leu Leu Gly Glu He Gly Cys 

35 40 45 

Val Ser Ser He Ser Ser Val Ser Leu Val Ala Val Leu Ser He Val 

50 55 60 

Gly Val Phe Val Ala Leu Val Ser Phe Phe Arg Ser Trp Gly Tyr Gly 
65 70 75 80 

Leu Ser Val Val Gly Ala He Phe Phe Gly Leu Ala Leu Cys Asn Asn 

85 90 95 

Phe Pro Val Ser Val Phe Trp Gly Gly Leu Leu Thr Val Ser Phe He 

100 105 HO 

He Ser Tyr Gly He Leu Leu Leu Ser Val Ser Leu Val Glu Gly His 

115 120 125 

He Lys Glu Lys Ala Val Ser Leu Ser Glu Leu Thr Ala Ser His Asn 

130 135 140 

Ser Leu Gin Asp Ser Tyr Asn Arg Glu Val Gin Glu Arg Lys Glu Lys 
145 150 155 160 

Glu Leu Leu Ala Gin Ser Lys He Thr Ala Leu Glu Gin Glu Leu Ser 

165 170 175 

Val Ser His Glu Gin Leu Gin Glu Val Ser Arg Lys Tyr Thr His Thr 

180 185 190 

Ser Glu Asp Leu Gin He Leu He Asp Gin Arg Asp Ser Trp Leu Lys 

195 200 205 

Asp Tyr Met Thr Leu His Gin Glu Tyr Val Arg Val Val Ala Gly Asp 

210 215 220 

Glu Glu Asn Val He Phe Pro Trp Lys Val Phe Gin Gly Asn Ser Glu 
225 230 235 240 

Lys Asp Ser Gly Tyr Gin Gin Arg Val Gin Asp Ala Glu His Lys He 
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245 250 255 



Ala 


His 


Leu 


GlU 


Lys 


Leu 


Cys 


Glu 


Glu 


Glu 


Asn 


Ser 


Glv 


Lys 


Arg 


Tvr 








260 










265 










270 






Ala 


Glu 


Glu 


Cys 


Leu 


Asp 


Lys 


Ala 


Leu 


Ala 


Asp 


Leu 


Leu 


Glu 


Ser 


Thr 






275 










280 










285 








Arg 


Leu 


Arg 


Glu 


He 


Leu 


Glu 


Lvs 


Glu 


He 


Phe 


Gin 


Lys 


Asp 


Glu 


Glu 




290 










295 










300 










He 


Ala 


Ser 


Leu 


Lys 


Gin 


Glu 


He 


Ala 


Ala 


Glu 


Lys 


Leu 


Leu 


Ser 


Ser 


305 










310 










315 










320 


Ser 


Val 


Ser 


Asp 


Asp 


Arg 


Ala 


Ala 


Tyr 


Lys 


Gly 


Lys 


Tyr 


Leu 


Gin 


Leu 










325 










330 










335 




Arg 


Glu 


Gin 


Phe 


Thr 


Val 


Lys 


Asp 


Ser 


Phe 


Leu 


Lys 


Lys 


Ala 


Arg 


Arg 








340 










345 










350 






Glu 


Arg 


Phe 


Leu 


Ala 


Gin 


Glu 


Gin 


Leu 


Leu 


Val 


Leu 


Lys 


Arg 


Ala 


Lys 






355 










360 










365 








Glu 


Glu 


Glu 


Ala 


Leu 


Asn 


Leu 


Ser 


Thr 


Thr 


Asp 


Ser 


Phe 


Ser 


He 


He 




370 










375 










380 










Gin 


Asn 


Leu 


Leu 


Leu 


Gin 


He 


Glu 


Ala 


Leu 


Glu 


Glu 


Glu 


Val 


Thr 


Tyr 


385 










390 










395 










400 


Leu 


Glu 


Glu 


Leu 


Val 


Leu 


His 


Asn 


Gin 


Asn 


Arg 













405 410 



(2) INFORMATIONS POUR LA SEQ ID NO: 521: 

( i ) .. CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 152 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 514789 515244 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 521: 



Asn 


Met 


Ser 


Ala 


Pro 


Thr 


Ser 


Gin 


Val 


Gly 


Asp 


Thr 


Gin 


Tyr 


Val 


Ser 


1 








5 










10 










15 




Ser 


Leu 


Pro 


Pro 


Leu 


Glu 


Pro 


Leu 


Gly 


Thr 


Pro 


Pro 


He 


Ala 


GlU 


Leu 








20 










25 










30 






Leu 


Phe 


Ser 


He 


Tyr 


Ser 


Leu 


Leu 


Leu 


Glu 


Ala 


Val 


Glu 


He 


Arg 


Gin 






35 










40 










45 








Glu 


Thr 


He 


Leu 


Thr 


Gin 


Ser 


Lys 


Gin 


Leu 


Asn Asp 


Asn 


Thr 


Asn 


He 




50 










55 










60 










Gin 


Gin 


Gin 


Leu 


Asn 


Gin 


Glu 


Thr 


Asn 


Gin 


He 


Lys 


Tyr 


Ala 


Val 


Val 


65 










70 










75 










80 


Gly 


Ser 


Gly 


Ala 


Lys 


Glu 


Asp 


Glu 


Asn 


His 


Thr 


Ser 


Thr 


Lys 


Pro 


Glu 










85 










90 










95 




Pro 


Lys 


Leu 


Phe 


Cys 


Thr 


Thr 


Leu 


Lys 


Tyr 


Pro 


Arg 


Pro 


He 


Ser 


Asn 








100 










105 










110 






Cys 


Pro 


Thr 


Lys 


Trp 


Thr 


Asp 


Tyr 


Pro 


Leu 


Ser 


Arg 


He 


Tyr 


Lys 


His 






115 










120 










125 








Gin 


His 


Tyr 


Ala 


Ala 


Asn 


Arg 


Ser 


Thr 


GlU 


Leu 


Leu 


Leu 


His 


Gin 


Asn 




130 










135 










140 










He 


Glu 


Leu 


Arg 


Gly 


Lys 


His 


Ser 



















145 150 
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(2) INFORMATIONS POUR LA SEQ ID NO: 522: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 92 acides amines 

(B) TYPE: acide amin6 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 514994 .. 515269 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 522: 



Thr 


Lys 


Lys 


Arg 


He 


Lys 


Ser 


Asn 


Thr 


Leu 


Ser 


Leu 


Ala 


Leu 


Glu 


Leu 


1 








5 










10 










15 




Lys 


Lys 


Thr 


Lys 


He 


Thr 


Arg 


Val 


Gin 


Asn 


Gin 


Asn 


Gin 


Asn 


Tyr 


Ser 








20 










25 










30 






Ala 


Gin 


Arg 


Ser 


Asn 


He 


Gin 


Asp 


Gin 


Leu 


Val 


Thr 


Ala 


Arg 


Gin 


Asn 






35 










40 










45 








Gly 


Gin 


He 


He 


Leu 


Ser 


His 


Ala 


Ser 


Thr 


Asn 


He 


Asn 


He 


Met 


Gin 




50 










55 










60 










Gin 


He 


Ala 


Gin 


Gin 


Asn 


Ser 


Ser 


Phe 


He 


Lys 


Thr 


Leu 


Asn 


Ser 


Val 


65 










70 










75 










80 


Gly 


Ser 


Thr 


Val 


Asn 


Gin 


Leu 


Asn 


Lys 


Pro 


Leu 


Ser 











85 90 



(2) INFORMATIONS POUR LA SEQ ID NO: 523: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 84 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 515553 515804 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 523: 



He 


Tyr 


Thr 


Thr 


He 


Pro 


Lys 


Asn 


Gin 


Val 


Asn Ser 


Gin 


Asn 


Ser 


Ser 


1 






5 










10 








15 




Tyr 


Leu 


Gin 


Asn 


Val 


Gin 


Ser 


Val 


Asn 


Gin 


Ala Val 


Gly Ala 


Ser 


Arg 






20 










25 








30 






Gin 


Ala 


He 


Gin 


Asn 


Gin 


He 


Ser 


Gly 


Leu 


Gly Asn 


Ala 


Ser 


Gin 


Val 






35 










40 








45 








He 


Ser 


Ser 


Asn 


Leu 


Asn 


Thr 


Asn 


Asn 


Asn 


He He 


Gin 


Gin 


Ser 


Leu 




50 










55 








60 










Gin 


Val 


Gly 


Gin 


Ala 


Leu 


He 


Gin 


Thr 


Phe 


Ser Gin 


He 


Val 


Ser 


Leu 


65 










70 










75 








80 


He 


Ala 


Asn 


He 

























(2) INFORMATIONS POUR LA SEQ ID NO: 524: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 205 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 515808 .. 516422 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 524: 

e n*. He He Pro Thr Leu Pro Glu Lys 
Ar g Gly Tyr Pro Met Ser Ser Ala He II. 15 
1 5 -n ^ pin Pro Thr Ser lie Giu 

L„ Thr VI He Pro Asp ser Thr » He *> 

Ila „ «. S. ~ «. - y - <*■ s 1 Met L6U - 

Leu s « JL ~ - « - - to ^ V " ~ 

G X„ S. » - - =X» Sn «» « W ~ - «» »" fo° 

fx. Pro - ,eu Tyr vx Pro «P - »• - «" "» ^ 

85 „■ Thr He Gin Ala Phe Gin Thr Ser Asn 

Asp Glu Tyr Thr Asn His Ser Thr lie 11Q 

10° t T , a r i n Qln Glu Leu Ser Ala 

Gin Gin He Thr Ala Asn Arg Glu Leu lie Gin 125 

115 . Ala Gin Ala Asn Gin Lys Ser Val Asn Ala Thr Ser 
Ala Gin Gin Arg Ala Gin Ala ash ^ Q 

^ S: « Met XX. S «n -X Ser *X. « ~ - ~ 

- xx. « - - - "* » ss ^ ^ ser Leu - r 

I -nhr Giv Phe Pro Met His Pro Asn Asn Lys Pro 
Asn He Leu Gly Cys Thr Gly Phe rr^ ^ 

180 , t«i Thr Ala Lys Asn Arg Ala 

cys Glu Thr Lys Gly Arg Leu Thr Ala Ly ^ 

(2) INFORMATIONS POUR LA SEQ ID NO: 525: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

Ja) LONGUEUR : 232 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 51647 6 .. 517171 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 525: 
olu Leu Ser Ser Pro He Ser Thr Asn Lys Leu Pro Phe Gly Glu Ser 
^ ro Lys Thr Ala Ser Leu Leu Val Leu Val Thr Ser Cys Ser Ala Pro 
ser xle Ala Phe Phe Leu Gin Tyr Phe Phe Gin Val Arg Gly Pro lie 
35 * U 
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Glu 


Trp 


Leu 


Ala 


Leu 


Ser 


Val 


Lys 


Gly 


He 


His 


Gin 


His 


Tyr 


Phe 


Trp 




50 










55 










60 










Gin 


Trp 


Leu 


Thr 


Tyr 


Pro 


Leu 


Val 


Thr 


Ala 


Asp 


Thr 


Leu 


Lys 


Leu 


Gly 


65 










70 










75 










80 


Asp 


Leu 


Arg 


Ser 


Leu 


Glu 


He 


Thr 


Gin 


Arg 


Leu 


Leu 


Met 


Arg 


Asn 


Val 










85 










90 










95 




Leu Asp 


Phe 


He 


Leu 


Phe 


Tyr 


Lys 


Ala 


Thr 


Asp 


Val 


He 


He 


Arg 


Lys 








100 










105 










110 






Leu Gly 


Thr 


Gly 


Ser 


Phe 


Val 


Phe 


Leu 


Leu 


Thr 


Thr 


Gin 


Val 


Ser 


He 






115 










120 










125 








Ala 


Gly 


He 


Ser 


He 


Trp 


Ala 


Phe 


Leu 


Trp 


Leu 


He 


Gly 


Ser 


Thr 


Gin 




130 










135 










140 










Ala 


Phe 


Phe 


Gly 


Pro 


Glu 


Ser 


Leu 


He 


Cys 


Ala 


Leu 


Leu 


He 


Val 


Arg 


145 










150 










155 










160 


Val 


Phe 


Leu 


Asp 


Pro 


Glu 


Lys 


Arg 


Leu 


Thr 


Leu 


Pro 


Leu 


Phe 


Pro 


He 










165 










170 










175 




Ser 


Leu 


Ser 


Arg 


Lys 


Trp 


Ser 


Phe 


Val 


Leu 


Leu 


Leu 


His 


Phe 


Tyr 


Phe 








180 










185 










190 






Leu 


He 


Leu 


He 


Leu 


Ser 


Gly 


Ala 


Tyr 


Ala 


He 


Leu 


Leu 


Gly 


Ser 


Val 






195 










200 










205 








Leu 


Ser 


Met 


Ala 


Leu 


Ala 


lie 


Cys 


Phe 


Cys 


Tyr 


Lys 


Glu 


Asn 


He 


Pro 




210 










215 










220 










Asn 


Pro 


Tyr 


Arg 


Gly 


Ser 


Tyr 


Arg 



















225 230 



(2) INFORMATIONS POUR LA SEQ ID NO: 52 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 163 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H Y POTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 517400 . .517888 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 52 6: 



Met 


Cys 


He 


Glu 


Lys 


Asp 


Leu 


Phe 


Phe 


Met 


Lys 


Lys 


Ala 


Leu 


Asp 


Glu 


1 








5 










10 










15 




Ala 


Arg 


Lys 


Ala 


Tyr 


Glu 


Gin 


Asp 


Glu 


Val 


Pro 


Val 


Gly 


Cys 


He 


He 








20 










25 










30 






Val 


His 


Gly 


Asp 


Lys 


He 


He 


Ala 


Arg 


Gly 


His 


Asn 


Ser 


Val 


Glu 


Gin 






35 










40 










45 








Leu 


Lys 


Asp 


Pro 


Thr 


Ala 


His 


Ala 


Glu 


Met 


He 


Cys 


He 


Ser 


Ala 


Ala 




50 










55 










60 










Ala 


Glu 


Tyr 


Leu 


Glu 


Asn 


Trp 


Arg 


Leu 


Lys 


Asp 


Thr 


He 


Leu 


Tyr 


Cys 


65 










70 










75 










80 


Thr 


Leu 


Glu 


Pro 


Cys 


Leu 


Met 


Cys 


Ala 


Gly 


Ala 


He 


Gin 


Leu 


Ala 


Arg 










85 










90 










95 




He 


Pro 


Arg 


He 


Val 


Trp 


Gly 


Ala 


Pro 


Asp 


Leu 


Arg 


Leu 


Gly 


Ala Gly 








100 










105 










110 






Gly 


Ser 


Trp 


Leu 


Asn 


Val 


Phe 


Leu 


Glu 


Lys 


His 


Pro 


Phe 


His 


Gin 


Val 






115 










120 










125 








Glu 


Cys 


Cys 


Ser 


Gly 


Val 


Cys 


Tyr 


Gin 


Glu 


Ser 


Glu 


Gin 


Leu 


Met 


Lys 




130 










135 










140 










Asn 


Phe 


Phe 


Leu 


Glu 


Lys 


Arg 


Lys 


Ala 


Lys 


Asp Glu 


Gly 


Arg 


Asn 


Ser 
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145 

Arg Ala Thr 



150 



155 



160 



(2) INFORMATIONS POUR LA SEQ ID NO: 527: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 89 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 518114 5183 80 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 527: 

Met ser Leu Asp Lys Gly Thr Lys Glu Glu He Thr Lys Lys Phe Gin 

Lu His Glu Lys Lp ^r Gly Ser Ala Asp Val Gin He Ala He Leu 

T nr Glu His fie Thr Glu Leu Lys Glu His Leu Lys Arg Ser Pro Lys 

ASP Gin fsn ser Arg Leu Ala Leu Leu Lys Leu Val Gly Gin Arg Arg 

Lys Leu Leu Glu Tyr Leu Asn Ser Thr Asp Thr Glu Arg Tyr Lys Asn 

65 70 

Leu lie Ala Arg Leu Asn Leu Arg Lys 



(2) INFORMATIONS POUR LA SEQ ID NO : 528: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 140 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 518403 .. 518822 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 528: 

Asp Asn Ser Met Ala Phe Glu Thr Phe Ser Val Ala Leu Asp Lys Asp 
Lys Thr Leu He Phe Glu Thr Gly Lys He Ala Arg Gin Ala ser Gly 
Ala Val Leu Val Lys Met Asn Glu Thr Trp Val Phe Ser Ser Ala Cys 
Ala Ala Ser Leu ser Glu Ala Val Gly Phe Leu Pro Phe Arg Val Asp 
Tyr fin Glu Lys Phe Ser Ser Ala Gly Arg Thr Ser Gly Gly Phe Leu 
Lys Arg Glu Gly Arg Pro Ser Glu Arg Glu He Leu Val Ser Arg Leu 
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lie Asp Arg Ser Leu Arg Pro Ser 
100 

lie Gin Val Leu Ser Tyr Val Trp 
115 120 
Asp Pro Pro Ser Leu Phe Ala Glu 
130 135 



Phe Pro Asn Arg Leu Met Gin Asp 
105 110 
Ser Tyr Asp Gly Lys Thr Leu Pro 
125 

Leu Leu Pro Leu 
140 



(2) INFORMATIONS POUR LA SEQ ID NO: 529: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 198 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 518923 519516 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 529: 

Val Pro Pro Ser Leu Asp Leu Val Met Ala Gly Thr Ala Ser Ala Val 

! 5 10 15 

Leu Met lie Glu Gly His Cys Asp Phe Leu Thr Glu Glu Gin Val Leu 

20 25 30 

Glu Ala lie Ala Phe Gly Gin Thr Tyr He Ala Lys He Cys Asp Ala 

35 40 45 

He Glu Ala Trp Gin Lys Ala He Gly Lys Gin Lys Asn Phe Ser Ala 

50 55 60 

Val Leu Asp Met Pro Glu Asp Val Gin Asn Val Val Ser Asp Phe He 
65 70 75 80 

Arg Glu Lys Phe Glu Lys Ala Leu Ser Phe Arg Asp Lys Glu Ala Leu 

85 90 95 

Glu Gin Ala Ser Lys Glu Leu Glu Glu Ser Val He Ala Asn Leu Val 

100 105 HO 

Gin Glu Glu Asn Ser Asp Phe Ser Leu Leu Asn Val Lys Ala Ala Phe 

115 120 125 

Lys Thr Ala Lys Ser Asn Gin Met Arg Ala Leu He Gin Asp Leu Gly 

130 135 140 

He Arg Val Asp Gly Arg Thr Thr Thr Glu He Arg Pro He Ser He 
145 150 155 160 

Glu Thr Pro Leu Leu Pro Arg Thr His Gly Ser Cys Leu Phe Thr Arg 

165 170 175 

Gly Glu Thr Gin Ser Met Ala Val Cys Thr Leu Gly Gly Glu Asn Met 

180 185 190 

Ala Gin Asp Ser Lys He 
195 



(2) INFORMATIONS POUR LA SEQ ID NO: 53 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 07 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 
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(Viii) POSITION DANS LE GENOME: 519577 .. 520497 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 53 0: 

L ys Val Gly Arg lie Gly Ser Pro Gly Arg Arg Glu He Gly His Gly 

lys Leu Ala Glu Xaa Ala Leu Ser His Val Leu Pro Glu Thr Ser Arg 

Phe Pro Tyr fie He Arg Leu Glu Ser Asn He Thr Glu Ser Asn Gly 

40 ^ ° 



Ser Ser Ser Met Ala Ser Val Cys Gly Gly Cys Leu Ala Leu Met Asp 



Ala G°iy Val Pro He Lys Ala Pro Val Ala Gly He Ala Met Gly Leu 

lie Leu Asp Arg Asp lln Ala He He Leu Ser Asp He Ser Gly He 

85 

Glu Asp His Leu Gly Asp Met Asp Phe Lys Val Ala Gly Thr Ala Lys 
Gly lie Thr HI Phe Gin Met Asp He Lys He Glu Gly He Thr His 
Lys lie Met Glu Gin Ala Leu Kll Gin Ala Lys Gin Gly Arg Ser His 
He Leu Asn Leu Met Thr III Val Leu Ala Ser Pro Lys Gly Thr Val 



ser Lys Tyr Ala Pro Arg He Glu Thr Met Gin He Asn Thr Ser Lys 



150 



He Ala Thr Val He Gly Pro Gly Gly Lys Gin He Arg Gin He He 
Glu Arg Ser Gly Ala Gin Val Asp lie Asn Asp Asp Gly Val He Asn 



17 0 



200 



lie Ala Ala Ser Thr Gin Glu Ser He Asn Lys Ala Lys Glu Leu He 

Glu Gly Leu Thr Gly Glu Val Glu Val Gly Lys Val Tyr Asn Gly Arg 

III Thr Ser He Ala III Phe Gly Val Phe Val Glu Val Leu Pro Gly 

L ys Glu Gly Leu Cys His He Ser Glu Leu Ser Lys Gin Lys Val Asp 

Asn lie ser Asp Phe Val Lys Glu Gly Asp Lys Leu Ala Val Lys Leu 

Leu ser lie Asn Glu Lys Gly III Leu Lys Leu Ser His Lys Ala Thr 

290 295 300 

Leu Glu Asp 
305 

(2) INFORMATIONS POUR LA SEQ ID NO : 531: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 423 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 520718 .. 521986) 
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(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 531: 

Pro Val Leu lie Ser Leu Lys Cys Leu Leu Gly Leu Glu Gin Val Glu 

1 5 10 15 

Ser Glu lie Cys Ser Ser Arg Arg Ser Val Met Leu Leu Gly He He 

20 25 30 

Phe lie Asp Glu He Asp Ala Val Gly Arg His Arg Gly Ala Gly He 

35 40 45 

Gly Gly Gly His Asp Glu Arg Glu Gin Thr Leu Asn Gin Leu Leu Val 

50 55 60 

Glu Met Asp Gly Phe Gly Thr Asn Glu Gly Val He Leu Met Ala Ala 
65 70 75 80 

Thr Asn Arg Pro Asp Val Leu Asp Lys Ala Leu Leu Arg Pro Gly Arg 

85 90 95 

Phe Asp Arg Arg Val Val Val Asn Leu Pro Asp He Lys Gly Arg Phe 

100 105 HO 

Glu He Leu Ala Val His Ala Lys Arg lie Lys Leu Asp Pro Thr Val 

115 120 125 

Asp Leu Met Ala Val Ala Arg Ser Thr Pro Gly Ala Ser Gly Ala Asp 

130 135 140 

Leu Glu Asn Leu Leu Asn Glu Ala Ala Leu Leu Ala Ala Arg Lys Asp 
145 150 155 160 

Arg Thr Ala Val Thr Ala Val Glu Val Ala Glu Ala Arg Asp Lys Val 

165 170 175 

Leu Tyr Gly Lys Glu Arg Arg Ser Leu Glu Met Asp Ala Gin Glu Lys 

180 185 190 

Lys Thr Thr Ala Tyr His Glu Ser Gly His Ala He Val Gly Leu Cys 

195 200 205 

Val Glu His Ser Asp Pro Val Asp Lys Val Thr He He Pro Arg Gly 

210 215 220 

Leu Ser Leu Gly Ala Thr His Phe Leu Pro Glu Lys Asn Lys Leu Ser 
225 230 235 240 

Tyr Trp Lys Lys Glu Leu Tyr Asp Gin Leu Ala Val Leu Met Gly Gly 

245 250 255 

Arg Ala Ala Glu Gin He Phe Leu Gly Asp Val Ser Ser Gly Ala Gin 

260 265 270 

Gin Asp He Ala Gin Ala Thr Lys He Val Arg Ser Met lie Cys Glu 

275 280 285 

Trp Gly Met Ser Asp His Leu Gly Thr Val Ala Tyr Asp Glu His Ser 

290 295 300 

Glu Ala Ala Pro Thr Gly Tyr Gly Ser Tyr His Glu Lys Asn Tyr Ser 
305 310 315 320 

Glu Glu Thr Ala Lys Val He Asp Asn Glu Leu Lys Thr Leu Leu Asp 

325 330 335 

Ala Ala Tyr Gin Arg Ala Leu Asp He He Asn Ser His Lys Glu Glu 

340 345 350 

Leu Glu Leu Met Thr Gin Met Leu He Glu Phe Glu Thr Leu Asp Ser 

355 360 365 

Lys Asp Val Lys Glu He Met Asp His Ser Trp Asp Ala Asp Lys Lys 

370 375 380 

Arg Ala Arg Met Lys Glu Glu Gly Met Leu Tyr Lys Lys He Ser Asp 
385 390 395 400 

Asp Leu Pro Pro Pro Pro Pro Gin Glu Asn Val Gin Asp Gly Thr Ser 

405 410 415 

Leu Lys Phe Asn Thr Ser Thr 
420 



(2) INFORMATIONS POUR LA SEQ ID NO: 532: 
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Ser Gly Met Pro lie Pro Glu Ala Gly Tyr Thr lie Ser Pro Arg Thr 
Asp val Gly Leu Ser vll Leu Glu Pro Leu Val Val Tyr Gly Pro Val 
Asp Ala Gin lie III Asn Leu Ala Ala Leu Glu Asn Arg Val Arg Ser 
L eu Pro Lys Ser Thr Glu Ser Leu Arg Val Phe Gly Ser Asp Leu Tyr 
Ala Leu lie Gly Lys Tyr Leu III Pro Ala Leu Gly He Gly Ser Glu 
ser Leu Lys Lys Glu lie Lys Asp Leu His Gin Gin val Glu Asn Ser 



III Thr Gin Val He III Gly Asp Gin Ala Val Ala Leu Tyr Lys Thr 



245 - — 

Val Leu Glu Thr Leu His Arg He Ser Leu Ala Leu Val ser Pro Glu 

Glu Gly Thr III Phe His Gin Leu Arg Ser Val Arg Leu Tyr Arg Glu 



250 



280 285 



Asp Phe Asn Arg cys Val Lys Leu Leu Arg Glu Ser Asp Glu Thr Gin 
Val Gin Leu Asp Lys Leu Arg Gly Glu Leu Val Gin Ala Val Trp Tyr 
Phe Asn Asn Gin Glu III Ser Ser Arg Ala Leu Glu Lys Gin Asp Pro 



Olu Val Phe ser Arg Trp Phe Glu Gly Ala Lys Gin Glu Trp Ala Ala 

Phe ser Ser 111 Lys Ser Leu Ser Phe Arg Ala Pro Asp Gin Pro Arg 

Asn Leu Val Leu Glu Lys Thr Phe Arg Ser Glu Glu Pro Thr Pro His 

Tyr sir Gly Tyr Leu Phe Thr Phe Met Pro lie He Leu Val Leu Leu 

pS lie Tyr Phe He III Ser Arg Gin Val Lys Gly Met Asn Gly Ser 

Ala Met Ser Phe "y Lys Ser Pro Ala Arg Leu Leu Ala jys Gly Gin 

AO fi 42b 
L ys Gin Ser Asn Phe Cys Gly Cys Ser Arg Asp Arg Gly Ser Gin Arg 

435 440 
Arg Thr Arg 
450 

(2) INFORMATIONS POUR LA SEQ ID NO : 534: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 323 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement { 523 623 524591 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 534: 
Cys Tyr Asp Asn Pro Phe He Phe Glu Asn Asp Lys Gin Leu Glu Gly 
Phe Phe Ser Ser Leu Asp Lys Lys Lys Lys Tyr Leu Leu Ala Leu Ser 
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Ser Leu He Cys He Ser He He Ser Ser Leu Gin Glu He Val Ser 

35 40 45 

Tyr He Ala Lys Asp Val Pro Tyr Ala Thr Val Phe Lys Val Thr Ala 

50 55 60 

Tyr Gin He Pro Tyr Leu Leu Pro Phe He Leu Pro Ala Ser Cys Phe 
65 70 75 80 

He Ser Ala Phe Thr Leu Phe Arg Lys Leu Ser Asp Asn Asn Gin He 

85 90 95 

Thr Phe Leu Lys Ala Ser Gly Ala Ser Gin Gly Met He He Phe Pro 

100 105 HO 

Val Leu He Ala Ser Gly Val Leu Cys Cys Phe Asn Phe Tyr Thr Cys 

115 120 125 

Ser Glu Leu Ala Ser He Cys Arg Phe Gin Thr Gly Lys Ala He Ala 

130 135 140 

Asn He Ala Met Thr Ser Pro Ala Leu Leu Leu Gin Thr Leu Gin Lys 
145 150 155 160 

Lys Glu Asn Asp Arg He Phe He Ala He Asp His Cys Gly Lys Ser 

165 170 175 

Lys Phe Asp Asn Val He He Ala Leu Lys His Asn Gin Glu He Ser 

180 185 190 

Asn He Gly Phe He Glu Thr He He Pro Asp Val Asn Lys Asp Ser 

195 200 -205 

Val Gin Ala Lys Asn Val Leu Val He Ser Lys He Pro Leu Phe Ser 

210 215 220 • 

Glu Ala Arg Thr Ser Asn Pro Asn Glu Phe Tyr Leu Glu Thr Leu Asp 
225 230 235 240 

Glu Phe Leu He Pro Lys He Thr Ala Thr Leu Phe Ala Gly Lys Ser 

245 250 255 

Tyr Met Lys Thr Arg Thr Asp Tyr Leu Pro Trp Lys Gin Leu He Gin 

260 265 270 

Asp Ala Arg Leu His Leu Ala Glu He Leu Arg Arg He Ala He Gly 

275 280 285 

Leu Leu Cys Ser Thr Met Thr Phe Ser Gly Leu Ala Leu Gly Thr Tyr 

290 295 300 

Lys Pro Arg Phe Arg Lys Pro Val Leu He Tyr Ala Leu Phe Pro He 
305 310 315 320 

Leu Asn Leu He Phe Leu He Val Gly Lys Asn Thr He His Pro He 

325 330 335 

Ser Ala Val Met Leu Phe Leu Phe Pro Gin Leu Leu Ser Trp Leu He 

340 345 350 

Phe Ser Trp Arg He Tyr Thr Glu Asn Gin Gly His Ala 
355 360 365 



(2) INFORMATIONS POUR LA SEQ ID NO; 53 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 116 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 52573 1 526078 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 536: 

Lys Ser Arg Ala Cys He Asp Met Val He Trp Lys Arg Tyr Leu Leu 
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1 5 
Ser Arg Phe Trp He 
20 

Phe Tyr Ala Ser He 
35 

Thr Ala He Ala Gly 
50 

Ser Gin He Ser Leu 
65 

Asn Cys Phe Asp Asn 
85 

Ser He Thr Ala Gly 
100 

Thr Ser Tyr He 
115 



10 

Ser Leu Ser Ser Leu Phe 
25 

His His Ser Leu His Ala 
40 

Ala Pro Leu Gin Leu Ser 
55 

Lys Ala Glu Phe He Leu 
70 75 
Tyr Thr He Phe His Ala 
90 

Phe Arg Ala Phe Pro Glu 
105 



15 

Phe Leu Ala Val He 
30 

Phe Arg Glu Gly Lys 
45 

Leu Leu Tyr Tyr Leu 
60 

Pro Thr Thr Arg Cys 
80 

Glu Gin Lys Arg Asn 
95 

Asn Phe Xaa Thr Ser 
110 



(2) INFORMATIONS POUR LA SEQ ID NO: 537: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 154 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 52593 9 .. 52 6400 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 537: 



35 

Ser Leu II* 
50 

He Cys Gli 
65 



115 

Leu Ala Phe 

130 
Phe Pro Lys 
145 150 



Ser 


Phe 


Ser 


Leu 


Gin 


Leu 


Val 


Ala 


He 


Ala 


Ser 


Thr 


He 


5 










10 










15 




Ser 


Met 


Gin 


Ser 


Lys 


Arg 


Glu 


He 


Leu 


Leu 


Leu 


Gin 


Ala 


20 










25 










30 






Ser 


Leu 


Lys 


Thr 


Leu 


Xaa 


Arg 


Pro 


Leu 


Val 


He 


Ser 


Ser 








40 










45 




His 




Thr 


Leu 


Leu 


Leu 


Tyr 


Ala 


Asn 


Phe 


Gin 


Trp 


Leu 


Pro 








55 










60 








Thr 
80 


Lys 


He 


Ser 
70 


Val 


Thr 


Lys 


Glu 


His 
75 


Met 


Asp 


Lys 


Gly 


Ala 


Gin 


Glu 


Lys 


He 


Pro 


Ala 


Leu 


Tyr 


Leu 


Lys 


Asp 


Gin 




85 










90 










95 


Asn 


He 


Phe 


Ser 


Ser 


He 


Asn 


Arg 


Arg 


Ala 


Ala 


Thr 


Leu 


100 










105 










110 






Trp 


He 


Lys 


Gly 


Pro 


Lys 


Thr 


He 


Tyr 


Ala 


He 


Lys 


Lys 








120 










125 






He 


Thr 


Thr 


Pro 


Ser 


Leu 


Leu 


Ser 


Gly 


Leu 


Lys 


Cys 


Pro 






135 










140 










Met 


Lys 


He 


Thr 


Lys 


Cys 


Leu 















(2) INFORMATIONS POUR LA SEQ ID NO : 538: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 145 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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( i i i ) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME: 5263 01 52673 5 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 538: 



Asn 


Asp 


Leu 


Cys 


Asn 


Gin 


Lys 


Thr 


Cys 


He 


Tyr 


Tyr 


Ser 


He 


Ala 


Pro 


1 








5 










10 










15 




He 


Gly 


Leu 


Glu 


Val 


Ser 


Tyr 


Phe 


Ser 


Glu 


Asp 


Glu 


Asn 


His 


Glu 


Val 








20 










25 










30 






Ser 


Leu 


Thr 


Gin 


Phe 


Phe 


Asp 


Met 


Lys 


Glu 


Phe 


Pro 


Glu 


Leu 


Glu 


Phe 






35 










40 










45 








Ser 


Tyr 


Tyr 


Asp 


Asn 


Pro 


Phe 


Ser 


Lys 


He 


Phe 


He 


Thr 


Gly 


Arg 


Asp 




50 










55 










60 










Cys 


Ser 


Phe 


Ser 


Ala 


Phe 


Leu 


Gin 


Ala 


He 


Pro 


Trp 


His 


Ala 


Ala 


Lys 


65 










70 










75 










80 


Phe 


Gly 


Leu 


Leu 


Thr 


Thr 


Val 


Pro 


Gin 


Arg 


He 


Leu 


Ser 


Leu 


Leu 


Thr 










85 










90 










95 




Leu 


Phe 


Tyr 


Tyr 


Met 


Leu 


He 


Ser 


Pro 


Leu 


Leu 


Cys 


He 


Ala 


Ala 


Val 








100 










105 










110 






He 


Leu 


Ser 


Ala 


His 


Leu 


Cys 


Leu 


Arg 


Phe 


His 


Arg 


Leu 


Pro 


Lys 


He 






115 










120 










125 








Thr 


Trp 


Ala 


Tyr 


Leu 


Val 


Leu 


Trp 


Glu 


Pro 


Leu 


He 


Phe 


Ser 


Leu 


Leu 




13 0 










135 










140 











Phe 
145 



<2) INFORMATIONS POUR LA SEQ ID NO : 53 9: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 491 acides amines 

(B) TYPE: acide amin£ 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 526851 528323 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 53 9: 



Arg 


Lys 


Leu 


Ser 


He 


Ser 


Xaa 


Gly 


Lys 


He 


His 


Glu 


Ser 


Met 


His 


Glu 


1 








5 










10 










15 




Asn 


Asp 


Pro 


Leu 


Thr 


Lys 


Thr 


He 


Val 


Trp 


Asn 


Ser 


Asp 


Glu 


He 


Thr 








20 










25 










30 






Lys 


Leu 


Ala 


Ser 


Ser 


Leu 


Val 


Tyr 


Thr 


Asn 


Asp 


Met 


Pro 


He 


Arg 


Leu 






35 










40 










45 








Phe 


Tyr 


Gin 


Lys 


Ala 


Leu 


Thr 


Asn 


Met 


Ser 


Ala 


Glu 


Leu 


Thr 


Val 


Asn 




50 










55 










60 










Val 


His 


Asn 


Ala 


Leu 


Met 


Ala 


Leu 


Phe 


Leu 


Ala Arg 


Tyr 


Glu 


Ala 


Thr 


65 










70 










75 










80 


Ala 


Val 


Ser 


Gin 


Gin 


Pro 


Arg 


Lys 


Glu 


Asn 


Leu 


Ser 


Tyr 


Phe 


Asn 


Asp 










85 










90 










95 




Phe 


Leu 


His 


Phe 


Leu 


Arg 


Lys 


Ala 


Ala 


Ala 


Leu 


Leu 


Asn 


Glu 


Lys 


Asp 








100 










105 










110 






Leu 


Leu 


Asp 


Leu 


Gin 


Glu 


Lys 


His 


Ser 


Lys 


Ser 


Leu 


Val 


Ser 


Ser 


Leu 
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115 120 125 

Ser Ala Lys Leu Tyr Asp His Thr He Asp Phe Val Glu Ala Ala Asn 

130 135 I 40 

Tyr He Phe Leu Asn He Ser ser Lys Leu Gin Pro Glu Glu Gly Lys 
145 150 155 160 

Lys Pro Leu Ser Ala Gly Gin Tyr Val Ala Glu He Tyr Asp Glu Leu 

165 170 175 

His Arg Leu Phe Ser Lys Tyr Pro Asn Gly Pro Leu Phe Lys Ala He 

180 185 190 

Asp Arg Met Leu Asp Pro Tyr Leu Lys Glu Phe Asp Pro He Leu Leu 

19 5 200 205 

Gly He Leu Pro Cys Leu Glu Gly Lys Leu He Gin Gly Asp Lys Glu 

210 215 220 

He Lys Val Leu Arg Thr Pro Ser Pro Val Ser Gin Ser Ser He Leu 
225 230 235 240 

Tyr Ala Asn Cys Asn Gly Glu Phe Leu His Phe Leu Asp Ala Lys Thr 

245 250 255 

Cys Gin Gly Asp Lys He Leu Val He He Pro Arg Pro Trp Arg Pro 

260 265 270 

Glu His Ala Thr Ser Arg Ser Arg He He Glu Glu Ser Leu Gin Asp 

275 280 285 

Tvr Ser Ser Val Tyr Met Ser Ala Phe Pro Glu Pro Glu Asp Phe Leu 

290 295 300 

Tyr Gly Leu Glu Gin Val His Gly Glu Leu Glu Thr Phe Ala Asp Phe 
305 310 315 320 

Phe Ser Leu Val Gin Gin Glu Phe Phe Lys Pro Lys Ala Gin Gly Tyr 

325 330 335 

cys Val Leu Pro Glu Glu Met Lys Glu Arg Met Gly Val Phe Phe Arg 

340 345 350 

Arg Tyr Leu Phe Leu Leu Leu Lys Asn Val Phe Phe Ser Lys Xaa Lys 

355 360 365 

He Leu Phe Lys Asn Asp Lys Val Leu Leu Leu His Leu He Tyr Tyr 

370 375 380 

Phe Val Val Phe Asn Leu He Glu Gin Leu Asp Pro Asn Thr Leu Val 
385 390 395 400 

He Met Ser Lys Asp Gly Leu Asp Tyr Ala Ser Val Phe Val Ser Gly 

405 410 415 

Phe Ala Phe Phe Glu Asn Arg Gly Asn Trp Asp Glu Asp Ser Leu Lys 

420 425 430 

Arg Met Val Ala Arg Met Leu Ala Pro Thr Leu Val Ala Arg Asp Arg 

435 440 445 

Leu Val Phe Ala Gin His Val Glu Leu Leu Ser Lys Phe Leu Asn Cys 

450 455 460 

Leu Arg Lys Asn Arg His Asn Leu Lys Asp Leu Arg Thr Leu Phe Ser 
465 470 475 480 

Tvr Asp Leu Glu Gly Trp Gin Phe Ser Gly He 
485 490 



(2) INFORMATIONS POUR LA SEQ ID NO: 540: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 19 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: complement ( 528292 528861 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 540: 



Lys 


Asp 


Tyr 


Phe 


Ser 


Leu 


Ala 


Leu 


Gly 


Gly 


Gly Met 


Glu 


Lys 


Thr 


Arg 


l 








5 










10 










15 




Lys 


Phe 


Glu 


Lys 


Ala 


Leu 


Glu 


Asn 


Leu 


Glu 


Gin 


Leu 


Lys 


Lys 


He 


Ser 








20 










25 










30 






Tyr 


Asp 


Tyr 


Ser 


Ser 


Gly 


Asn 


Ala 


Glu 


Ala 


Ser 


Ser 


His 


Asn 


Lys 


Ala 






35 










40 










45 








Leu 


Ser 


Glu 


Met 


Lys 


Lys 


Ala 


Met 


His 


Tyr 


He 


Asp 


His 


Tyr 


Phe 


Lys 




50 










55 










60 










Gin 


Ala 


Gly 


Ala 


Leu 


Ser 


Gin 


Lys 


Asp 


Val 


Asp 


Lys 


Val 


He 


Lys 


Glu 


65 










70 










75 










80 


Thr 


Asp 


Phe 


Leu 


He 


Ala 


Gly 


Val 


Gin 


Asp 


Val 


Phe 


Ser 


Phe 


Leu 


Glu 










85 










90 










95 




Asp 


Arg 


Lys 


Glu 


Glu 


Val 


Tyr 


Arg 


Ser 


Leu 


Ser 


Gin 


Asp 


Tyr 


Arg 


His 








100 










105 










110 






Leu 


Asn 


His 


Thr 


Tyr 


Asp 


Val 


Thr 


Arg 


Glu 


His 


Leu 


Asn 


Asn 


Lys 


Met 






115 










120 










125 








Val 


Glu 


Pro 


Lys 


Glu 


He 


Leu 


Asn 


Gly 


Ser 


Leu 


Glu 


Asn 


Cys 


Gin 


Asp 




130 










135 










140 










Arg 


Glu 


Glu 


Phe 


Leu 


Asn 


Ash 


Leu 


Val 


Glu 


Val 


Lys 


Arg 


Asp 


Arg 


Ser 


145 










150 










155 










160 


Tyr 


Glu 


Leu 


Phe 


Tyr 


Met 


Ala 


Asn 


Glu 


Asp 


Asn 


Lys 


Arg 


Phe 


Tyr 


Thr 










165 










170 










175 




Asp 


Ala 


Leu 


Ala 


Gin 


He 


He 


Tyr 


Lys 


Xaa 


Arg 


Glu 


Asp 


Pro 







180 185 190 



(2) INFORMATIONS POUR LA SEQ ID NO: 541: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 194 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement ( 52 9 142 .. 529723 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 541: 



Phe 


Arg 


Arg 


Arg 


Ser 


Ser 


Cys 


Ser 


Thr 


Asp 


Ala 


Gly 


Tyr 


Phe 


Leu 


Phe 


1 








5 










10 










15 




Gly 


Ser 


His 


His 


Gly 


Leu 


Gly 


Ser 


Ala 


Pro 


Leu 


Asp 


Phe 


Ala 


Ser 


Arg 








20 










25 










30 






Glu 


Leu 


Ala 


Arg 


Asn 


Lys 


Pro 


Pro 


Val 


Arg 


He 


Val 


Ala 


Pro 


Gly 


Glu 






35 










40 










45 








Cys 


Phe 


Arg 


Asn 


Glu 


Asp 


Val 


Ser 


Ala 


Arg 


Ser 


His 


Val 


He 


Phe 


His 




50 










55 










60 










Gin 


Val 


Glu 


Ala 


Phe 


Cys 


Val 


Asp 


Lys 


Asp 


He 


Ser 


Phe 


Ser 


Asp 


Leu 


65 










70 










75 










80 


Thr 


Ser 


Met 


Leu 


Ala 


Gly 


Phe 


Tyr 


His 


He 


Phe 


Phe 


Gly 


Arg 


Lys 


Val 










85 










90 










95 




Glu 


Leu 


Arg 


Phe 


Arg 


His 


Ser 


Tyr 


Phe 


Pro 


Phe 


Val 


Glu 


Pro 


Gly 


He 








100 










105 










110 






Glu 


Val 


Asp 


He 


Ser 


Cys 


Glu 


Cys 


His 


Gly 


Ala 


Gly 


Cys 


Ser 


Leu 


Cys 
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115 120 
Lys His Ser Gly Trp Leu Glu Val 

130 135 
Asn Val Leu Arg Lys Ala Ser Phe 
145 150 
Ala Leu Gly Met Gly lie Glu Arg 
165 

Ser Asp lie Arg Leu Phe Ser Glu 
180 

Phe Ser 



125 

Ala Gly Ala Gly Met lie His Pro 
140 

Asp Pro Glu Glu Tyr Ser Gly Tyr 
155 160 
Leu Ala Met Leu Lys Tyr Gly lie 

170 175 
Asn Asp Leu Arg Phe Leu Arg Gin 
185 190 



(2) INFORMATIONS POUR LA SEQ ID NO: 542: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 181 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 529 624 53 016 6 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 542: 



Met 


Thr 


He 


Gin 


Glu 


Glu 


Leu 


Glu 


Ala 


Val 


Lys 


Gin 


Gin 


Phe 


Ser 


Cys 


1 








5 










10 










15 




Asp 


Val 


Ser 


Leu 


Ala 


His 


Ser 


Ser 


Lys 


Asp 


Leu 


Phe 


Asp 


Val 


Lys 


Val 






20 










25 










30 






Lys 


Tyr 


Leu 


Gly 


Lys 


Lys 


Gly 


He 


Phe 


Arg 


Gly 


Phe 


Ala 


Asp 


Gin 


Leu 


35 










40 










45 








Arg 


Lys 


Cys 


Pro 


He 


Glu 


Gin 


Lys 


Ala 


Thr 


Val 


Gly 


Ala 


Ser 


He 


Asn 


50 








55 










60 










Ala 


Cys 


Lys 


Gin 


Tyr 


Val 


Glu 


Glu 


Val 


Leu 


Leu 


Glu 


Arg 


Gly 


Lys 


Ala 


65 






70 










75 










80 


Val 


Leu 


Ala 


Lys 


Glu 


Glu 


Ala 


Glu 


Glu 


Phe 


Leu 


Lys 


Glu 


Lys 


He 


Asp 








85 










90 










95 




He 


Ser 


Leu 


Pro 


Gly 


Ser 


Glu 


Glu 


Ala 


Ala 


Leu 


Gly 


Gly 


Lys 


His 


Val 








100 








105 










110 






He 


Lys 


Lys 


Val 


Leu 


Asp 


Asp 


Val 


Val 


Asp 


He 


Phe 


Val 


Arg 


Phe 


Gly 




115 










120 










125 








Phe 


Cys 
130 


Val 


Arg 


Glu 


Ala 


Pro 
135 


Asn 


He 


GlU 


Ser 


Glu 
140 


Lys 


Asn 


Asn 


Phe 


Ser 


Leu 


Leu 


Asn 


Phe 


Glu 


Glu 


Asp 


His 


Pro 


Ala 


Arg 


Gin 


Met 


Gin Asp 


145 










150 










155 










160 


Thr 


Phe 


Tyr 


Leu 


Asp 


Pro 


Thr 


Thr 


Val 


Leu 


Val 


Arg 


Pro 


Arg 


Trp 


He 








165 










170 










175 




Leu 


Arg 


Leu 


Gly 


Ser 

























180 



(2) INFORMATIONS POUR LA SEQ ID NO: 543: 

(i) C ARACTER I STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 107 acides amines 

(B) TYPE: acide amind 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 53 0223 .. 53 0543 ) 
(xi) DESCRIPTION DE IiA SEQUENCE: SEQ ID NO: 543: 



Met 


Val 


Arg 


Ala 


Thr 


Gly 


Ser 


Val 


Ala 


Ser 


Arg 


Ser 


Arg 


Arg 


Lys 


Arg 


1 








5 










10 










15 




Val 


Leu 


Lys 


Gin 


Ala 


Lys 


Gly 


Phe 


Trp 


Gly 


Asp 


Arg 


Lys 


Gly 


His 


Phe 








20 










25 










30 






Arg 


Gin 


Ser 


Arg 


Ser 


Ser 


Val 


Met 


Arg 


Ala 


Met 


Ala 


Phe 


Asn 


Tyr 


Met 






35 










40 










45 








His 


Arg 


Lys 


Asp 


Arg 


Lys 


Gly 


Asp 


Phe 


Arg 


Ser 


Leu 


Trp 


He 


Thr 


Arg 




50 










55 










60 










Leu 


Asn 


Val 


Ala 


Ser 


Arg 


He 


His 


Gly 


Leu 


Ser 


Tyr 


Ser 


Arg 


Leu 


He 


65 










70 










75 










80 


Asn 


Gly 


Leu 


Lys 


Gin 


Ala 


Gly 


He 


His 


Leu 


Xaa 


Glu 


Lys 


Cys 


Cys 


Leu 










85 










90 










95 




Arg 


Trp 


Leu 


Phe 


Met 


Thr 


Leu 


Lys 


Gly 


Leu 


Leu 













100 105 



(2) INFORMATIONS POUR LA SEQ ID NO: 544: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 214 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 53 0737 . . 53 1378 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 544: 



Glu 


Lys 


Ser 


Leu 


Phe 


Leu 


Gly 


Lys 


Gly 


Gly 


Leu 


Trp 


Phe 


Phe 


Leu 


Gly 


1 








5 










10 










15 




Ser 


Pro 


Ser 


Ala 


He 


Thr 


Asn 


Phe 


Ser 


Arg 


Val 


Asp 


Val 


Ala 


Leu 


Asn 








20 










25 










30 






Leu 


Arg 


He 


Asn 


Arg 


Gin 


He 


Arg 


Ala 


Pro 


Arg 


Val 


Arg 


Val 


He 


Gly 






35 










40 










45 








Ser 


Ala 


Gly 


Glu 


Gin 


Leu 


Gly 


He 


Leu 


Ser 


He 


Lys 


Glu 


Ala 


Leu 


Asp 




50 










55 










60 










Leu 


Ala 


Lys 


Glu 


Ala 


Asp 


Leu 


Asp 


Leu 


Val 


Glu 


Val 


Ala 


Ser 


Asn 


Ser 


65 










70 










75 










80 


Glu 


Pro 


Pro 


Val 


Cys 


Lys 


He 


Met 


Asp 


Tyr 


Gly 


Lys 


Tyr 


Arg 


Tyr 


Asp 










85 










90 










95 




He 


Thr 


Lys 


Lys 


Glu 


Lys 


Asp 


Ser 


Lys 


Lys 


Ala 


Gin 


His 


Gin 


Val 


Arg 








100 










105 










110 






He 


Lys 


Glu 


Val 


Lys 


Leu 


Lys 


Pro 


Asn 


He 


Asp 


Asp 


Asn 


Asp 


Xaa 


Leu 






115 










120 










125 








Thr 


Lys 


Ala 


Lys 


Gin 


Ala 


Arg 


Ala 


Phe 


He 


Glu 


Lys 


Gly 


Asn 


Lys 


Val 




130 










135 










140 










Lys 


Val 


Ser 


Cys 


Met 


Phe 


Arg 


Gly 


Arg 


Glu 


Leu 


Ala 


Tyr 


Pro 


Glu 


His 


145 










150 










155 










160 


Gly 


His 


Lys 


Val 


Val 


Gin 


Arg 


Met 


Cys 


Gin 


Gly 


Leu 


Glu 


Asp 


He 


Gly 
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165 170 175 

Phe Val Glu ser Glu Pro Lys Leu Asn Gly Arg Ser Leu lie Cys Val 

180 185 19° 

lie Ala Pro Gly Thr Leu Lys Thr Lys Lys Lys Gin Glu Lys Val His 

195 200 205 

Ala Gin Asp Glu Lys Gin 
210 



(2) INFORMATIONS POUR LA SEQ ID NO: 545: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 01 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 532370 .. 533272 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 545: 

Met Thr Asp Ser Phe Pro Phe Ser Val Gin Glu Ser Val Pro Leu Ser 

1 5 1° 15 

Arg Phe Ser Thr Phe Arg He Gly Gly Pro Ala Arg Tyr Phe Lys Glu 

20 25 30 

Leu Thr Ser Leu Ser Glu Ala Leu Thr Val Phe Ser Tyr Leu His Thr 

35 40 45 

His Pro Leu Pro Tyr He He He Gly Lys Gly Ser Asn Cys Leu Phe 

50 55 60 

Asp Asp Gin Gly Phe Asp Gly Leu Val Leu Tyr Asn Asn He Gin Gly 
65 70 75 80 

Gin Glu Phe Leu Ser Asp Thr Gin He Lys Val Leu Ser Gly Ser Ser 

85 90 95 

Phe Ala Leu Leu Gly Lys Arg Leu Ser Ser Gin Gly Phe Ser Gly Leu 

100 105 HO 

Glu Phe Ala Val Gly He Pro Gly Thr Val Gly Gly Ala Val Phe Met 

H5 120 125 

Asn Ala Gly Thr Thr Leu Ala Asn Thr Ala Ser Ser Leu He Asn Val 

130 135 140 

Glu lie He Asp His Ser Gly He Leu Leu Ser He Pro Arg Glu Lys 
145 150 155 160 

Leu Leu Phe Ser Tyr Arg Thr Ser Pro Phe Gin Lys Lys Pro Ala Phe 

165 170 175 

He Ala Ser Ala Thr Phe Gin Leu Thr Lys Asp Pro Gin Ala Ala Lys 

180 185 190 

Arg Ala Lys Ala Leu He Glu Glu Arg He Leu Lys Gin Pro Tyr Glu 

195 200 205 

Tyr Pro Ser Ala Gly Cys He Phe Arg Asn Pro Glu Gly Leu Ser Ala 

210 215 220 

Gly Ala Leu He Asp Arg Ala Gly Leu Lys Gly Leu Lys He Gly Gly 

23 0 23 5 

Gly Gin lie ser Glu Lys His Gly Asn Phe He He Asn Thr Gly Asn 

245 250 255 

Ala Cys Thr Ala Asp He Leu Glu Leu He Glu He He Gin Lys He 

260 265 270 

Leu Lys Asn Lys Val Phe Pro Tyr He Lys Lys Ser Val Ser Ser Pro 
275 280 285 
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Phe Ala Ser Ser Leu Val Val Cys Glu Lys Glu lie Thr 
290 295 300 



(2) INFORMATIONS POUR LA SEQ ID NO: 546: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 187 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME: complement ( 533244 533 804 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 546: 



He 


Leu 


Phe 


Ser 


Asn 


He 


He 


Lys 


Leu 


Ser 


His 


Ser 


He 


Phe 


Arg 


Gin 


1 








5 










10 










15 




Val 


Val 


Glu 


Pro 
20 


Gly 


Asp 


Thr 


He 


Val 
25 


Asp 


Ala 


Thr 


Cys 


Gly 
30 


Asn 


Gly 


Lys 


Asp 


Ala 


Leu 


Phe 


Leu 


Ala 


Gin 


Leu 


Leu 


Arg 


Gly 


Lys 


Gly 


Arg 


Leu 


35 










40 










45 








Val 


Val 
50 


Tyr 


Asp 


He 


Gin 


Gin 
55 


Glu 


Ala 


Leu 


Asp 


Arg 
60 


Ala 


Thr 


Ala 


Asn 


Phe 


Gin 


Ser 


Gly 


Leu 


Leu 


Ala 


Glu 


Glu 


Arg 


Ala 


He 


He 


Glu 


Met 


Lys 


65 








70 










75 










80 


Leu 


Cys 


Ser 


His 


Glu 


Tyr 


Leu 


Gin 


Glu 


Gin 


Gly 


Ala 


Lys 


Leu 


Phe 


His 








85 










90 










95 




Tyr 


Asn 


Leu 


Gly 


Tyr 


Leu 


Pro 


Ser 


Gly Asp 


Lys 


Gin 


He 


Thr 


Thr 


Cys 






100 










105 










110 






Ser 


Glu 


Ser 
115 


Thr 


Val 


Thr 


Ser 


He 
120 


Tyr 


Lys 


Ala 


Leu 


GlU 
125 


Leu 


Val 


Ala 


Pro 


Ser 
130 


Gly 


He 


Val 


Ser 


Val 
135 


Val 


Cys 


Tyr 


Pro 


Gly 
140 


His 


Gin 


Glu 


Gly 


Ala 


Ala 


Glu 


Leu 


Cys 


Cys 


Val 


Glu 


Gin 


Val 


Ala 


Thr 


Glu 


Leu 


Asp 


Pro 


145 










150 










155 










160 


Ser 


Met 


Trp 


Glu 


Val 
165 


Cys 


Thr 


His 


Tyr 


Ser 
170 


Val 


Asn 


Arg 


Arg 


Asn 
175 


Ala 


Pro 


Arg 


Leu 


Phe 
180 


Leu 


Phe 


Arg 


Arg 


Arg 
185 


Gin 


Gly 













(2) INFORMATIONS POUR LA SEQ ID NO: 547: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 243 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 533 944 534672 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 547: 

Ser Gly Glu Val Trp Gly Trp Ser Arg Cys Ser Leu Ser His Thr Lys 
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15 10 15 

Tvr Phe Pro Val Lys Pro Gin Asp Leu Lys Leu Pro Tyr Phe Trp Glu 

20 25 30 

Glu Arg Ser Pro Gin He Ala Asn His Val Phe Tyr Val Pro Asn Tyr 

35 40 45 

Tyr ser Arg Tyr Glu Glu Phe Val He Pro Thr Trp Gin Glu Leu Phe 

50 55 60 

Ala Asn Asn Gly Pro He Cys Cys Glu Leu Cys Ser Gly Asn Gly Asp 
65 70 75 80 

Trp Val Val Glu Gin Ala Leu Lys Asp Ala Ser Val Asn Trp He Ala 

85 90 95 

Val Glu Lys Arg Phe Asp Arg Val Arg Lys He Trp Ser Lys Met Gly 

100 105 HO 

Thr Tyr Arg Val Asn Asn Leu Leu He Val Cys Gly Glu Ala Gin Thr 

115 120 125 

Phe Phe Ser His Tyr Val Ser Asp Ala Ser Phe Gin Lys He Val Val 

130 135 140 

Asn Phe Pro Asp Pro Trp Pro Lys Phe Arg His Arg Lys His Arg Leu 
145 150 155 160 

Phe Gin Asp Leu Phe Val Gin Asp Met Met Arg Thr Leu Val Val Gly 

165 170 175 

Gly Gin Leu Thr Leu Ala Thr Asp Asp Tyr Asn Tyr Leu Val Asn Ala 

180 185 190 

He Thr Val Met Leu Lys Tyr Leu Ser Pro Gly Leu Lys Ser Pro His 

195 200 205 

Tyr He Asn Val Lys Asp Asn Tyr Gly Gly Ser Trp Phe Glu Asn Leu 

210 215 220 

Trp Arg Ser Lys Gly Gin Glu He Phe Cys Thr Glu Phe He Lys Arg 
225 230 235 240 

Val Gly He 



(2) INFORMATIONS POUR LA SEQ ID NO : 548: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 346 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (534878 .. 535915) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 548: 

Met Gin Ala Asp He Leu Asp Gly Lys Gin Lys Arg Val Asn Leu Asn 

1 5 10 I 5 

Ser Lys Arg Leu Val Asn Cys Asn Gin Val Asp Val Asn Gin Leu Val 

20 25 30 

Pro He Lys Tyr Lys Trp Ala Trp Glu His Tyr Leu Asn Gly Cys Ala 

35 40 45 

Asn Asn Trp Leu Pro Thr Glu He Pro Met Gly Lys Asp He Glu Leu 

50 55 60 

Trp Lys Ser Asp Arg Leu Ser Glu Asp Glu Arg Arg Val He Leu Leu 
65 70 75 80 

Asn Leu Gly Phe Phe Ser Thr Ala Glu Ser Leu Val Gly Asn Asn He 
85 90 95 
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Val Leu Ala He Phe Lys His Val Thr Asn Pro Glu Ala Arg Gin Tyr 

100 105 HO 

Leu Leu Arg Gin Ala Phe Glu Glu Ala Val His Thr His Thr Phe Leu 

115 120 125 

Tyr He Cys Glu Ser Leu Gly Leu Asp Glu Lys Glu He Phe Asn Ala 

130 135 140 

Tvr Asn Glu Arg Ala Ala He Lys Ala Lys Asp Asp Phe Gin Met Glu 
145 150 155 160 

He Thr Gly Lys Val Leu Asp Pro Asn Phe Arg Thr Asp Ser Val Glu 

165 170 175 

Glv Leu Gin Glu Phe Val Lys Asn Leu Val Gly Tyr Tyr He He Met 

180 185 190 

Glu Gly He Phe Phe Tyr Ser Gly Phe Val Met He Leu Ser Phe Hxs 

195 200 205 

Arg Gin Asn Lys Met He Gly He Gly Glu Gin Tyr Gin Tyr He Leu 

210 215 220 

Ara Asp Glu Thr He His Leu Asn Phe Gly He Asp Leu He Asn Gly 
225 230 235 240 

He Lys Glu Glu Asn Pro Glu He Trp Thr Pro Glu Leu Gin Gin Glu 

245 250 255 

He Val Glu Leu He Lys Arg Ala Val Asp Leu Glu He Glu Tyr Ala 

260 265 270 

Gin Asp Cys Leu Pro Arg Gly He Leu Gly Leu Arg Ala Ser Met Phe 

275 280 285 

He Asp Tyr Val Gin His He Ala Asp Arg Arg Leu Glu Arg He Gly 

290 295 300 

Leu Lys Pro He Tyr His Thr Lys Asn Pro Phe Pro Trp Met Ser Glu 
305 310 315 320 

Thr He Asp Leu Asn Lys Glu Lys Asn Phe Phe Glu Thr Arg Asp Thr 

325 330 335 

Glu Tyr Gin His Ala Ala Ser Leu Thr Trp 
340 345 



(2) INFORMATIONS POUR LA SEQ ID NO: 549: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 1066 acides amines 

(B) TYPE: acide amin6 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 535956 .. 53 9153 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 549: 

Arg Arg Leu Cys Phe Lys He Glu Asn Asn Ala Tyr Ser Met Phe Thr 

1 5 1° 15 

Ara He Val Met Val Asp Leu Gin Glu Lys Gin Cys Thr He Val Lys 

20 25 30 

Arg Asn Gly Met Phe Val Pro Phe Asp Arg Asn Arg He Phe Gin Ala 

35 40 45 

Leu Glu Ala Ala Phe Arg Asp Thr Arg Arg He Asp Asp His Met Pro 

50 55 60 

Leu Pro Glu Asp Leu Glu Ser Ser He Arg Ser He Thr His Gin Val 

65 70 75 , 

Val Lys Glu Val Val Gin Lys He Thr Asp Gly Gin Val Val Thr Val 
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Trp His Leu Asp Tyr Glu Asp Phe Leu Glu Leu Arg Lys Asn Thr Gly 

565 570 575 

Asp Glu Arg Arg Arg Ala His Asp Val Asn Thr Ala Ser Trp lie Pro 

580 585 590 

Asp Leu Phe Phe Lys Arg Leu Gin Gin Lys Gly Thr Trp Thr Leu Phe 

595 600 605 

Ser Pro Asp Asp Val Pro Gly Leu His Asp Ala Tyr Gly Glu Glu Phe 

610 615 620 

Glu Arg Leu Tyr Glu Glu Tyr Glu Arg Lys Val Asp Thr Gly Glu lie 
625 630 635 640 

Arg Leu Phe Lys Lys Val Glu Ala Glu Asp Leu Trp Arg Lys Met Leu 

645 650 655 

Ser Met Val Phe Glu Thr Gly His Pro Trp Met Thr Phe Lys Asp Pro 

660 665 670 

Ser Asn He Arg Ser Ala Gin Asp His Lys Gly Val Val Arg cys Ser 

675 680 685 

Asn Leu Cys Thr Glu He Leu Leu Asn Cys Ser Glu Thr Glu Thr Ala 

690 695 700 

Val Cys Asn Leu Gly Ser He Asn Leu Val Gin His He Val Gly Asp 
705 710 715 720 

Gly Leu Asp Glu Glu Lys" Leu Ser Glu Thr He Ser He Ala Val Arg 

725 730 735 

Met Leu Asp Asn Val He Asp He Asn Phe Tyr Pro Thr Lys Glu Ala 

740 745 750 

Lys Glu Ala Asn Phe Ala His Arg Ala He Gly Leu Gly Val Met Gly 

755 760 765 

Phe Gin Asp Ala Leu Tyr Lys Leu Asp He Ser Tyr Ala Ser Gin Glu 

770 775 780 

Ala Val Glu Phe Ala Asp Tyr ser Ser Glu Leu He Ser Tyr Tyr Ala 
785 790 795 800 

He Gin Ala Ser Cys Leu Leu Ala Lys Glu Arg Gly Thr Tyr Ser Ser 

80S 810 815 

Tyr Lys Gly Ser Lys Trp Asp Arg Gly Leu Leu Pro He Asp Thr He 

820 825 830 

Gin Leu Leu Ala Asn Tyr Arg Gly Glu Ala Asn Leu Gin Met Asp Thr 

835 840 845 

Ser Ser Arg Lys Asp Trp Glu Pro He Arg Ser Leu Val Lys Glu His 

850 855 860 

Gly Met Arg His Cys Gin Leu Met Ala He Ala Pro Thr Ala Thr He 

III Asn lie lie Gly Va! Thr Gin Ser He Glu Pro Thr Tyr Lys His 

885 890 895 

Leu Phe Val Lys Ser Asn Leu Ser Gly Glu Phe Thr He Pro Asn Val 

900 90S 910 

Tvr Leu He Glu Lys Leu Lys Lys Leu Gly He Trp Asp Ala Asp Met 

915 920 925 

Leu Asp Asp Leu Lys Tyr Phe Asp Gly Ser Leu Leu Glu He Glu Arg 

930 935 940 

He Pro Asp His Leu Lys His He Phe Leu Thr Ala Phe Glu He Glu 
945 950 955 960 

Pro Glu Trp He He Glu Cys Ala Ser Arg Arg Gin Lys Trp lie Asp 

965 970 975 

Met Gly Gin Ser Leu Asn Leu Tyr Leu Ala Gin Pro Asp Gly Lys Lys 

980 985 990 

Leu Ser Asn Met Tyr Leu Thr Ala Trp Lys Lys Gly Leu Lys Thr Thr 

995 1000 1005 

Tvr Tyr Leu Arg Ser Ser Ser Ala Thr Thr Val Glu Lys Ser Phe Val 

1010 1015 1020 

Asp He Asn Lys Arg Gly He Gin Pro Arg Trp Met Lys Asn Lys Ser 
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1025 1030 1035 1040 

Ala Ser Ala Gly lie lie Val Glu Arg Ala Lys Lys Ala Pro Val Cys 

1045 1050 1055 

Ser Leu Glu Glu Gly Cys Glu Ala Cys Gin 
1060 1065 



(2) INFORMATIONS POUR LA SEQ ID NO : 550: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 247 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineair e 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 53 977 9 54 0519 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 550: 



Pro 


Asn 


Ala 


He 


Thr 


Ala 


Phe 


Gly 


Leu 


Cys 


Cys 


Gly 


Leu 


Phe 


He 


He 


1 








5 










10 










15 




Phe 


Lys 


Ser 


Val 


Leu 


Lys 


Thr 


Ser 


Ser 


Ser 


Leu 


Glu 


Leu 


Met 


His 


Arg 








20 










25 










30 






Leu 


Gin 


Gly 


Leu 


Ser 


Leu 


Leu 


Leu 


He 


Ser 


Ala 


Met 


He 


Ala 


Asp 


Phe 






35 










40 










45 








Ser 


Asp 


Gly 


Ala 


Val 


Ala 


Arg 


He 


Met 


Lys 


Ala 


Glu 


Ser 


Ala 


Phe 


Gly 




50 










55 










60 










Ala 


His 


Phe 


Asp 


Ser 


Leu 


Ser 


Asp 


Ala 


He 


Thr 


Phe 


Gly 


He 


Ala 


Pro 


65 










70 










75 










80 


Pro 


Leu 


He 


Ala 


He 


Lys 


Ser 


Leu 


Asn 


Gly 


Glu 


Tyr 


Gly 


Gly 


Thr 


Phe 










85 










90 










95 




Cys 


Ser 


Ser 


Phe 


Leu 


Leu 


Val 


Thr 


Cys 


He 


He 


Tyr 


Ser 


Leu 


Cys 


Gly 








100 










105 










110 






Val 


Leu 


Arg 


Leu 


Val 


Arg 


Tyr 


Asn 


Leu 


Phe 


Ala 


Ala 


Thr 


Gly 


Glu 


Lys 






115 










120 










125 








Ala 


Thr 


Thr 


Phe 


Thr 


Gly 


Leu 


Pro 


He 


Pro 


Ala 


Ala 


Ala 


Ala 


Cys 


Val 




130 










135 










140 










Val 


Ser 


Leu 


Gly 


Val 


Leu 


Leu 


Ala 


Ser 


Asp 


Thr 


Leu 


Asn 


Ser 


Leu 


Pro 


145 










150 










155 










160 


Glu 


Arg 


Ala 


Arg 


Val 


Leu 


Leu 


Val 


Ser 


Leu 


Gly 


Leu 


Leu 


Leu 


Ser 


Gly 










165 










170 










175 




Cys 


Leu 


Met 


He 


Ser 


Thr 


Trp 


Arg 


Phe 


Pro 


Gly 


Leu 


Lys 


His 


Phe 


His 








180 










185 










190 






Phe 


Arg 


Val 


Ser 


Ser 


Ser 


Leu 


Leu 


Val 


Leu 


Gly 


He 


Gly 


Leu 


Val 


Ala 






195 










200 










205 








Cys 


Leu 


Phe 


Phe 


Ser 


Gly 


Leu 


Val 


Asp 


His 


Phe 


Thr 


Gin 


Val 


Phe 


Xaa 




210 










215 










220 










Leu 


Val 


Ser 


Trp 


Leu 


Tyr 


Val 


Leu 


Val 


Val 


Ala 


Pro 


Val 


Phe 


Pro 


Phe 


225 










230 










235 










240 


He 


Asn 


Lys 


Arg 


Ser 


Ser 


Ser 





















245 



(2) INFORMATIONS POUR LA SEQ ID NO: 551: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 149 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 540523 5409 69 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 551: 



1 

Tyr Phe Thr Phe 
20 

Phe Lys lie Phe 
35 

Asp Leu Glu His 
50 

Arg Ser Gin Glu 
65 

Val Ser Gin Ala 

Phe Ser Glu Lys 
100 

Asn Thr Leu Ser 
115 

Gin Ala Glu Asp 
130 

Leu Gin Asn Arg 
145 



Phe 


Ala 


He 


Ser 


Leu 


Leu 


Ser 


Gin 


Thr 


Val 


Cys 


Leu 


5 










10 










15 




Phe 


Ser 


Leu 


Gly 


He 


Ala 


Leu Gly Val 


Leu 


Phe 


Ser 








25 










30 






Thr 


Lys 


Lys 


Leu 


Ser 


Arg 


Gin 


Tyr 


Glu 


He 


He 


Arg 






40 










45 








Ser 


Lys 


Ala 


He 


Leu 


Gin 


Met 


Ser 


Leu 


Asp 


Thr 


Arg 




55 










60 










Gin 


He 


Met 


Glu 


Glu 


Phe 


Ser 


His 


Lys 


Leu 


Thr 


Ser 




70 - 










75 










80 


Phe 


Ala 


Arg 


Asp 


Met 


Lys 


Thr 


Glu 


Ser 


Gin 


Glu 


Phe 


85 








90 










95 


His 


Thr 


Gin 


Ala 


He 


Thr 


Ser 


Val 


Leu 


Ala 


Pro 


Val 










105 










110 






Ala 


Phe 


Lys 


Gin 


Asn 


Leu 


Glu 


Asn 


Phe 


Glu 


Thr 


Lys 






12 0 










125 








Arg Gly Val 


Ser 


Lys 


Asn 


Asn 


Ser 


Leu 


Asn 


Tyr 


Ser 






135 










140 










Ser 

























(2) INFORMATIONS POUR LA SEQ ID NO: 552: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 00 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 540906 541805 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 552: 



1 5 
Thr Ala Glu Gin Lys Lei; 
20 

Leu Lys His Pro Gly Set 
35 

Arg He Leu Glu He Sei 
50 

Gin Thr Val Asp Ser Sei 
65 70 
Arg Leu Pro Gin Asn Arc 
85 



Ser 


Leu 


Lys 


Glu Gin 


Leu 


Ser 


Gin 


Leu 


Leu 






10 








15 




Glu 


Arg 


Glu 


Thr Gin 


Ala 


Leu 


Thr 


Asn 


He 




25 








30 






Arg 


Gly Arg 


Trp Gly Glu 


He 


Gin 


Leu 


Glu 


40 








45 








Gly Met 


Leu 


Lys Tyr 


Cys 


Asp 


Tyr 


Ser 


Thr 


55 








60 










Glu 


Ser 


Ser 


Ser Arg 


Ala 


Asp 


He 


Val 


He 








75 










80 


Ser 


Leu 


Val 


He Asp 


Ala 


Lys 


Thr 


Pro 


Phe 








90 








95 




Asp 


Asn 


His 


Ala Asp 


Pro 


Thr 


Asp 


Leu 


Val 
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100 










105 










110 






Lys 


Lys 


He 
115 


Lys 


Asp 


His 


He 


Lys 
120 


Thr 


Leu 


Lys 


Thr 


Lys 
125 


Ser 


Tyr 


Trp 


Asp 


Lys 
130 


Phe 


Glu 


Gin 


Ser 


Pro 
135 


Glu 


Phe 


Val 


He 


Leu 
140 


Phe 


Leu 


Pro 


Gly 


Glu 


Ser 


Leu 


Phe 


Asn 


Asp 


Ala 


He 


Arg 


Cys 


Ala 


Pro 


Glu 


Leu 


Met 


Asp 


145 










150 










155 










160 


Tyr 


Ala 


Gly 


Gin 


Ser 


Asn 


Val 


He 


Leu 


Ser 


Ser 


Pro 


Val 


Thr 


Leu 


Met 








165 










170 










175 




Ala 


Leu 


Leu 


Lys 
180 


Thr 


Val 


Thr 


His 


Val 
185 


Trp 


Lys 


Gin 


Glu 


Asn 
190 


Leu 


Gin 


Asn 


Gin 


He 
195 


Arg 


Glu 


He 


Gly 


Gin 
200 


Leu 


Gly 


Lys 


Asp 


Leu 
205 


Tyr 


Gin 


Arg 


Met 


His 


Lys 


Leu 


Phe 


Asp 


His 


Phe 


His 


Lys 


Val 


Gly Lys 


His 


Leu 


Gly 




210 










215 










220 










Gin 


Ala 


Val 


His 


Ser 


Tyr 


Asn 


Asp 


Met 


Ser 


Ser 


Ser 


Leu 


Ser 


Ala 


Arg 


225 










230 










235 










240 


Val 


Leu 


Pro 


He 


Leu 
245 


Arg 


Thr 


Phe 


Asp 


Lys 
250 


Leu 


Glu 


Leu 


Ser 


Ser 
255 


Ser 


His 


Asn 


Lys 


He 
260 


Glu 


Ala 


Leu 


Ser 


Gin 
265 


Val 


Ser 


Thr 


Leu 


Pro 
270 


His 


Ser 


Pro 


Lys 


Val 
275 


Pro 


Cys 


Pro 


Glu 


Ser 
280 


Asp 


Leu 


Ala 


Glu 


Cys 
285 


Leu 


Ser 


Pro 


Glu 


Ala 
290 


Ser 


Tyr 


Leu 


Lys 


Pro 
295 


Pro 


Ser 


Ser 


Asn 


Gin 
300 











(2) INFORMATIONS POUR LA SEQ ID NO: 553: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 477 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement { 541825 .. 5432 55 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 553: 



Ala 


Phe 


Arg 


Ser 


He 


Ser 


Val 


Ala 


Arg 


Arg 


Arg 


Leu 


Asn 


Lys 


Val 


Leu 


1 








5 










10 










15 




Pro 


Leu 


Phe 


Ala 
20 


Leu 


Asp 


Lys 


Val 


Pro 
25 


Ser 


Leu 


Gly 


Lys 


Glu 
30 


Phe 


Val 


Leu 


Glu 


Lys 
35 


Glu 


Val 


Phe 


Ala 


Glu 
40 


Gly 


Glu 


Val 


Leu 


His 
45 


His 


Asp 


Cys 


Phe 


Thr 
50 


Asn 


Asp 


He 


He 


Phe 
55 


Val 


Glu 


Leu 


Val 


Phe 
60 


Asp 


Leu 


Pro 


Ala 


Leu 


Ser 


Ala 


Glu 


Glu 


Leu 


Pro 


Trp 


Leu 


Arg 


Leu 


Leu 


Val 


Phe 


Val 


Leu 


65 










70 










75 










80 


Leu 


Gin 


Leu 


Gly 


Ser 
85 


Gly 


Asn 


Arg 


Ser 


Tyr 
90 


Lys 


Glu 


His 


Leu 


Glu 
95 


Phe 


Leu 


Leu 


Glu 


His 
100 


Thr 


Gly 


Gly 


Val 


Asp 
105 


Val 


Leu 


Tyr 


Glu 


Phe 
110 


Ser 


Ser 


Gin 


Ala 


Thr 
115 


Asp 


Thr 


Asp 


Arg 


Leu 
120 


Ser 


Pro 


Ser 


He 


Ser 
125 


He 


Arg 


Gly 


Lys 


Ala 
130 


Leu 


He 


Ser 


Lys 


Ala 
135 


Glu 


Tyr 


Leu 


Phe 


Gin 
140 


Val 


He 


Arg 


Glu 
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Thr Leu Thr Thr Val Asp Phe Ser Asp He Ala Arg Leu Lys Glu Leu 

c 150 lbb 

HI Met Gin His Ala Glu Ser Leu Thr Asn Ser Val Arg Asn Ser Pro 

165 170 
Met Gly Tyr Ala Val Ser Leu Ala Cys Cys Asn Lys Ser lie Ala Gly 

180 185 iy 

Gly Leu Ala Tyr Gin Met Ala Gly Leu Pro Tyr Val Lys Tyr He Arg 
* 200 20b 



Glu Leu III Ser Asn Phe Asp Ser Gin Ala Gin Glu He He Asp Arg 



215 



220 



Leu III Thr Leu Tyr Lys Lys cys Phe Val Gly Arg Arg Gin Leu Val 

Arg 

245 250 255 



235 240 
He Ser Ser Ser Lys Ala Asn Tyr Gin Val Leu His Asp Gin Arg Phe 



Phe Gly Leu Leu Asp Glu Arg Leu Glu Gly Gly Glu Leu Trp Lys Asn 

9 60 265 ^ 1 

Pro Val Leu Asp Val Val Lys Asp Ser Arg Gly He Val He Pro Ala 



Arg Gly A ? la Tyr Asn Val Leu III Phe Pro Leu Gly ser Leu Ala Tyr 

290 

iv™ acn Ma Ala Val Leu Ser Val 

315 



280 



Asp His Pro Asp Ala Ala Val Leu Ser Val Ala Ala Glu Val Leu Gly 
III Val He Leu Hi. III Lys He Arg Glu Gin Gly Gly Ala Tyr Gly 
Ser Gly Ala Ser Ma Asn Leu Gly Arg Gly Ala Phe Tyr Cys Tyr Ser 
Tyr Arg Asp Pro Glu Val Ala Thr Thr Tyr Gin Val Leu Leu Gin Gly 
lie Arg Asp Met Ala Ala Gly Asp Phe Ser Glu Glu Asp Val His Glu 
Gly He Leu Gly Val lie III Asn Leu Asp Asp Pro He Ser Pro Gly 
III Arg Gly Ser Ala III Tyr Tyr Arg Ser Arg Ser Gly Lys Val Pro 



Phe Val Arg Gin Ala Phe Arg Gin Ala Val Leu Ser Thr Thr Lys Ala 

420 425 
Gin He Cys Glu Val Val Arg Asn Arg Leu Glu Gly Cys Leu Ser Glu 

435 440 _ -i 

Ala Ser Phe Val Ser Phe Ala Gly Glu Glu Met Leu Gin Lys Ser Ala 

450 455 
Lys Glu Leu Asn Glu Ala Phe Gin He Glu Ala Ala Phe 

465 4 ™ 475 

(2) INFORMATIONS POUR LA SEQ ID NO: 554: 

(i) C ARACTERI ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 3 04 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME : complement ( 543222 544133 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 554: 

Lys Arg Ser Ala Leu Phe Met Lys Val Ser lie Arg Ser Val Val Val 
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1 








5 










10 










15 




Phe 


Phe 


He 


Phe 


Met 


Gly 


He 


Leu 


Asn 


Leu 


Gly Arg 


His 


Leu 


Asp 


Phe 








20 










25 










30 






Leu 


Glu 


Glu 


Lys 


Leu 


Leu 


Arg 


Arg 


Val 


Gly 


Lys 


Val 


Glu 


Lys 


Gin 


Ser 






35 










40 










45 








Val 


Thr 


Leu 


Pro 


Leu 


Gin 


Lys 


Arg 


Phe 


Lys 


Glu 


Pro 


Val 


Arg 


Val 


He 




50 










55 










60 










Glu 


Arg 


Tyr 


Pro 


Ser 


Asp Gly Ala Asp 


Glu 


Asp 


Lys 


Val 


Leu 


Phe 


Gly 


65 










70 










75 










80 


Leu 


Ala 


Trp 


Leu 


Thr 


Cys 


Ser 


He 


Phe 


Asp 


Gin 


Gin 


Asp 


Leu 


Leu 


Ala 










85 










90 










95 




Leu 


His 


Val 


Leu 


Asp 


Leu 


Val 


Leu 


Met 


Gly 


Thr 


Asp 


Ala 


Ala 


Pro 


Leu 








100 










105 










110 






Lys 


Ser 


Arg 


Leu 


Leu 


Lys 


Ser 


Gly 


Leu 


Cys 


Lys 


Gin 


Val 


Asp 


Met 


Ser 






115 










120 










125 








lie 


Asp 


Ser 


Glu 


Leu 


His 


Glu 


He 


Pro 


Val 


Tyr 


He 


Val 


Cys 


Lys 


Gly 




130 










135 










140 










Cys 


Ser 


His 


Ser 


Gly 


Ser 


Gin 


Lys 


Leu 


Glu 


Ser 


Leu 


He 


Leu 


Ala 


Ser 


145 










150 










155 










160 


Leu 


Glu 


Glu 


He 


Leu 


Gin 


Glu 


Gly 


He 


Pro 


Met 


His 


Leu 


Val 


Glu 


Gly 










165 










170 










175 




Ala 


Val 


His 


Gin 


Leu 


Glu 


Leu 


Ala 


Arg 


Lys 


Glu 


He 


Ala 


Gly 


Tyr 


Ser 








180 










185 










190 






lie 


Pro 


Tyr 


Gly 


Leu 


Ser 


Leu 


Phe 


Phe 


Arg 


Ala 


Gly 


Leu 


Leu 


Arg 


Gin 






195 










200 










205 








His 


Gly Gly 


Lys 


Ala 


Glu 


Asp 


Gly 


Leu 


Arg 


He 


His 


Thr 


Leu 


Phe 


Ala 




210 










215 










220 










Asn 


Leu 


Arg 


Glu 


Asn 


He 


Gin 


Lys 


Pro 


Asp 


Tyr 


Leu 


Pro 


Arg 


Leu 


Val 


225 










230 










235 










240 


Arg 


Lys 


Tyr 


Phe 


Leu 


Asp 


Asn 


Pro 


His 


Tyr 


Ala 


Arg 


Val 


He 


Phe 


Leu 










245 










250 










255 




Pro 


Asp 


Ser 


Gin 


Leu 


He 


Ala 


Gin 


Glu 


Asn 


Lys 


Glu 


Glu 


Arg 


Asn 


Val 








260 










265 










270 






Leu 


His 


Thr 


He 


Gin 


Met 


Gin 


Met 


Ser 


Glu 


Glu 


Glu 


Leu 


Glu 


Arg 


Val 






275 










280 










285 








Glu 


Ala 


Val 


Ser 


Lys 


Arg 


Leu 


Glu 


Ala 


Tyr 


Gin 


Ser 


Gin 


Glu 


Glu 


Asp 




290 










295 










300 











(2) INFORMATIONS POUR LA SEQ ID NO: 555: 

<i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 129 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



<viii) POSITION DANS LE GENOME: complement ( 54417 9 544565 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 555: 

Trp Ser Gly Ser Arg Thr Arg Ala Tyr Gly Leu Met Xaa Xaa Ser Glu 

15 10 15 

Ser Tyr Pro He Arg Asp Pro Phe Phe Ser Met Thr Arg Arg Ser Leu 

20 25 30 

Asn Thr Phe Met Asn Ala Phe Thr Gly Ala Asp Phe Thr Cys Tyr Pro 
35 40 45 
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Ala Ala Ser Gin lie Pro Glu Asp 

50 55 
lie Asp Ala Val Phe His Pro Leu 
65 70 
Glu Ala Trp Arg Tyr Glu Arg Thr 
85 

Gly lie Val Phe Asn Glu Met Lys 
100 

Arg Leu Ser Glu Val Arg Met Pro 
115 120 

Val 



Phe Tyr Asn Leu Leu Ser Val Tyr 
60 

Leu Thr Glu Asn Ser Phe Leu Gin 

75 80 
Glu Glu Gly Asn Leu Ser Tyr Thr 

90 95 
Gly Ala Leu Met Ser Gly Glu Ser 
105 HO 
His Cys Ser Leu Arg Ser Leu Thr 
125 



(2) INFORMATIONS POUR LA SEQ ID NO : 556: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 92 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 544487 .. 5447 62 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 556: 

Lys He Glu Trp Asp Met Lys Thr Gly Asp Thr Tyr Arg Asn Phe Val 

1 5 10 15 

Val Lys Leu Ser Gin Asp Leu Pro Glu He Glu Ser Lys Leu He Glu 

20 25 30 

Val Glu His Thr Pro Thr Gly Ala Thr He Met Met He Val Asn Asp 

35 40 45 

Asp Asp Glu Asn Val Phe Asn He Ser Phe Arg Thr Cys Pro Gin Asp 

50 55 60 

Ser Ser Gly Val Ala His Val Leu Glu His Met Ala Leu Cys Xaa Gly 
65 70 75 80 

Leu Arg Val Thr Gin Phe Gly He Leu Phe Ser Gin 
85 90 



(2) INFORMATIONS POUR LA SEQ ID NO: 557: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 440 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 544951 54627 0 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 557: 

Ser Arg Val Ala Ala Lys Ala Thr Pro Gly Val Val Tyr He Glu Asn 

1 5 10 15 

Phe Pro Lys Thr Gly Asn Gin Ala He Ala Ser Pro Gly Asn Lys Arg 
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20 










25 










30 






Glv 


Phe 


Gin 


Glu 


Asn 


Pro 


Phe 


Asp 


Tvr 


Phe 


Asn 


Asp 


Glu 


Phe 


Phe 


Asn 






3 5 










40 










45 








Arg 


Phe 


Phe 


Glv 


Leu 


Pro 


Ser 


Tvr 


Arg 


Glu 


Gin 


Gin 


Arg 


Pro 


Gin 


Gin 




50 










55 










60 










Arg 


Asp 


Ala 


Val 


Arg 


Gly Thr 


GlV 


Phe 


He 


Val 


Ser 


Glu 


Asp 


Glv 


Tvr 












70 










75 










80 


Val 


Val 


Thr* 


Asn 


His 


His 


Val 


Val 


Glu 


Asp 


Ala 


Gly Lys 


He 


His 


Val 










85 










90 










95 




Thr 


Leu. 


His 


Asp 


Gly 


Gin 


Lys 


Tvr 


Thr 


Ala 


Lys 


He 


Val 


Glv 


Leu 


Asp 








100 










105 










110 










1111 


Asp 


Leu 


Ala 


Val 


He 


Lys 


He 


Gin 


Ala 


Glu 


Lys 


Leu 


Pro 






1 1 -j 










120 










125 








Phe 


Leu 


Thr 


Phe 


Gly 


Asn 


Ser 


Asp 


Gin 


Leu 


Gin 


He 


Gly 


Asp 


Trp 


Ala 




1 T 0 

1 J V 










135 










140 










lie 


Ala 


He 


Gly Asn 


Pro 


Phe 


Glv 


Leu 


Gin 


Ala 


Thr 


Val 


Thr 


Val 


Glv 


145 










150 










155 










160 


Val 


Val 


Ser 


Ala 


Lys 


Gly Arg 


Asn 


Gin 


Leu 


His 


He 


Val 


Asp 


Phe 


Glu 










1 O J 










170 










175 




Asp 


Phe 


He 


Gin 


Thr 


Asp 


Ala 


Ala 


He 


Asn 


Pro 


Gly Asn 


Ser 


GlV 


Glv 

J: 








180 










185 










190 






Pro 


Leu 


Leu 


Asn 


He 


Asn 


Gly 


Gin 


Val 


He 


Gly Val 


Asn 


Thr 


Ala 


He 






195 










200 










205 








Val 


Sex* 


Glv 


Ser 


Gly 


Gly 


Tyr 


He 


Glv 


He 


Gly 


Phe 


Ala 


He 


Pro 


Ser 




210 










215 










220 










Leu. 


Met 


Ala 


Lys 


Arg 


Val 


He 


Asp 


Gin 


Leu 


He 


Ser 


Asp 


Glv 


Gin 


Val 


225 










230 










235 










240 


Thr 


Air g 


Gly 


Phe 


Leu 


Gly Val 


Thr 


Leu 


Gin 


Pro 


He 


Asp 


Ser 


Glu 


Leu 










245 










250 










255 




Ala 


Thr 


Cys 


Tyr 


Lys 


Leu 


Glu 


Lys 


Val 


Tvr 

Jr 


Gly Ala 


Leu 


Val 


Thr 


Asp 








260 










265 










270 






val 


val 


T A/'C 
U jf o 


Gly 


Ser 


Pro 


Ala 


Glu 


Lys 


Ala 


Gly 


Leu 


Xaa 


Gin 


Glu 


Asp 






z / D 










9ft 0 

z o u 










285 








V Ct J. 


Tip 
lie 


Val 


Ala 


Tyr 


Asn 


Gly 


Lys 


Glu 


Val 


Glu 


Ser 


Leu 


Ser 


Ala 


Leu 




y \j 










295 










300 










Arg 


Asn 


Ala 


He 


Ser 


Leu 


Met 


Mpt" 
l T lfc= l- 


Pro 


Gly 


Thr 


Arg 


Val 


I le 


Leu 


Lys 












310 










315 










320 


j. ±e 


Val 


Arg 


Glu 


Gly 


Lys 


Thr 


1 1 


Glu 


He 


Pro 


Val 


Thr 


Val 


Thr 


Gin 










325 










33 0 










335 




Tip 


Jrl w 


1111 


Glu 


Asp 


Gly Val 


Ser 


Ala 


Leu 


Gin 


Lys 


Met 


Glv 


Val 


Arg 








340 










345 










350 






Val 


Gin 


Asn 


He 


Thr 


Pro 


Glu 


He 


Cvs 


Lvs 


Lys 


Leu Gly 


Leu 


Ala 


Ala 






355 










360 










365 








Asp 


Thr 


Arg 


Gly 


He 


Leu 


Val 


Val 


Ala 


Val 


Glu Ala Gly 


Ser 


Pro 


Ala 




370 










375 










380 










Ala 


Ser 


Ala 


Gly Val 


Ala 


Pro 


Gly 


Gin 


Leu 


He 


Leu 


Ala 


Val 


Asn 


Arg 


385 










390 










395 










400 


Gin 


Arg 


Val 


Ala 


Ser 


Val 


Glu 


Glu 


Leu 


Asn 


Gin 


Val 


Leu 


Lys 


Asn 


Ser 










405 










410 










415 




Lys 


Gly 


Glu 


Asn 


Val 


Leu 


Leu 


Met 


Val 


Ser 


Gin 


Gly Asp 


Val 


Val 


Arg 








420 










425 










430 






Phe 


He 


Val 


Leu 


Lys 


Ser 


Asp 


Glu 



















435 440 



(2) INFORMATIONS POUR LA SEQ ID NO: 558: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 299 acides amines 



1294 



(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 546584 .. 547480 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 558: 

Val Val Ser Trp Glu Arg Asn Cys Val Arg He He Lys Gin Gly Phe 

Thr Asp Tyr Tyr Thr Gly Tyr Tyr Arg Glu Ser Arg Val Phe Ser His 

Tyr Thr Met Cys Arg Phe Thr Asp Leu Thr Phe Val Gly Gly Val Thr 

35 40 45 

Pro Gly Lys Gly Gly Ser Gin Phe Leu Asp Leu Pro He Phe Asp Ser 

Val Leu Glu Ala Lys Arg Ala Thr Gly Cys Arg Ala Ser Met lie Phe 

Val Pro Pro Pro Phe Ila Ala Glu Ala He Phe Glu Ala Glu Asp Xaa 

85 90 95 , 

Gly He Glu Leu He Val Cys He Thr Glu Gly He Pro lie Lys Asp 

100 i° 5 110 

Met Leu Glu Val Ala Ser Leu Met Glu Lys Ser Ala Ser Ser Leu He 

115 120 125 

Gly Pro Asn Cys Pro Gly Val He Lys Pro Gly Val Cys Lys He Gly 

He Met Pro Gly Tyr He His Leu Pro Gly Lys Val Gly Val Val Ser 

150 155 iou 

III ser Gly Thr Leu Thr Tyr Glu Ala Val Trp Gin Leu Thr Gin Arg 



165 



Lys lie Gly Gin Ser Val Cys He Gly lie Gly Gly Asp Pro Leu Asn 

■ - - 185 iau 



180 



Gly Thr Ser Phe He Asp Ala Leu Gin Glu Phe Glu Lys Asp Ser Gin 

195 200 205 

Thr Glu Ala Val Leu Met He Gly Glu He Gly Gly Ser Ala Glu Glu 

Glu III Ala Asp Trp lie Arg Gin His Ser Ser Lys Pro Val He Ala 

23 0 23 5 z<t\j 

III He Ala Gly Ala Thr Ala Pro Lys Gly Lys Arg Met Gly His Ala 



245 

Gly Ala lie He Ser Gly Lys Ser Gly Asp Ala Phe Ser Lys Gin Glu 

-* _ _ _ -> c c 27 0 



260 



265 270 



Ala Leu Arg Gin Ala Gly Val Thr Val Val Glu Phe Pro Ala Leu He 

275 280 
Gly Glu Ala Val Ala Ser Val Leu Lys Pro Arg 
290 295 



(2) INFORMATIONS POUR LA SEQ ID NO: 559: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 198 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 54 6789 .. 547382 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 559: 



Arg 


lie 


ply. 


Ser 


Ala 


Ala 


C7 t~s >- 


t>er 


Ser 


Ala 


Leu 


Pro 


Pro 


lie 


ber 


Pro 


i 


















1 u 










1 -> 




1 ie 


j. ie 


Arg 


Thr 


nla 


Ser 


Val 


Trp 


Leu 


Ser 


nVio 
xrlie 


Ser 


Asn 


Ser 


Trp 


Arg 








o n 
z. u 










Z D 










t n 

-3 u 






Ala 


Ser 


ne 


Lys 


Asp 


val 


Pro 




Lys 




Ser 


Pro 


Pro 




Pro 


lie 
















f± u 


















flX S 


rn"U -w- 
1 li.IT 


Leu. 


Cys 


Pro 


11c 




Leu 


V— y is 


Val 


o til 


f i/'c; 


olJ.1 


1111 


nia 






D U 




















fin 










Tyr 


val 


Ser 


val 


Pro 


Asp 




C2 "I 11 
olU. 


11U 


im 


±rl 


i in 


Jrlltr 


pro 




Arg 












/ u 






















r PT~T*> 
1.1JJ 


lie 


ly i 


Pro 


Gly 


Met 


Met 


Pro 


He 


Leu 


Gin 


Thr 


Pro 


Gly 


Leu 


He 










85 










90 










95 




Thr 


Pro 


Gly 


Gin 


Phe 


Gly 


Pro 


He 


Lys 


Glu 


Leu 


Ala 


Leu 


Phe 


Ser 


He 








100 










105 










110 






Arg 


Glu 


Ala 


Thr 


Ser 


Ser 


He 


Ser 


Leu 


He 


Gly 


He 


Pro 


Ser 


Val 


He 






115 










120 










125 








Gin 


Thr 


He 


Ser 


Ser 


He 


Pro 


Xaa 


Ser 


Ser 


Ala 


Ser 


Lys 


Met 


Ala 


Ser 




130 










135 










140 










Ala 


Ala 


Asn 


Gly 


Gly 


Gly 


Thr 


Lys 


He 


He 


Glu 


Ala 


Arg 


Gin 


Pro 


Val 


145 










150 










155 










160 


Ala 


Arg 


Leu 


Ala 


Ser 


Lys 


Thr 


Glu 


Ser 


Lys 


Met 


Gly 


Lys 


Ser 


Lys 


Asn 










165 










170 










175 




Trp 


Leu 


Pro 


Pro 


Phe 


Pro 


Gly 


Val 


Thr 


Pro 


Pro 


Thr 


Lys 


Val 


Arg 


Ser 








180 










185 










190 






Val 


Lys 


Arg 


His 


He 


Val 























195 



(2) INFORMATIONS POUR LA SEQ ID NO: 560: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 142 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 54747 6 .. 547 9 01 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 560: 



Pro 


Lys 


Gin 


Leu 


Gly 


Leu 


Ser 


Tyr 


He 


Ala 


Leu 


Asp 


Gly 


Thr 


He 


Gly 


1 








5 










10 










15 




Cys 


Leu 


Val 


Asn 
20 


Gly 


Ala 


Gly 


Leu 


Ala 
25 


Met 


Ser 


Thr 


Leu 


Asp 
30 


He 


Leu 


Lys 


Leu 


Tyr 
35 


Gly 


Gly 


Ser 


Ala 


Ala 
40 


Asn 


Phe 


Leu 


Asp 


Val 
45 


Gly 


Gly 


Ser 


Ala 


Ser 
50 


Glu 


Lys 


Gin 


He 


Gin 
55 


Glu 


Ala 


He 


Ser 


Leu 
60 


Val 


Leu 


Ser 


Asp 


Lys 


Ser 


Val 


Arg 


Val 


Leu 


Phe 


He 


His 


He 


Phe 


Gly 


Gly 


He 


Met 


Asp 


65 










70 










75 










80 


Cys 


Ala 


Val 


Val 


Ala 
85 


Ser 


Gly 


Leu 


Val 


Ser 
90 


Ala 


Met 


Gin 


Gly 


Gin 
95 


Lys 
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Glu Thr He Pro Thr Val He Arg Leu Glu Gly Thr Asn Val Asp Lys 

100 i° 5 1 

Gly Lys Gly Met He He Asn Ala Gly He Pro Cys Glu Phe Val Thr 

115 120 125 

Ser Met Ser Glu Gly Ala Glu Leu Ala Val Gin Leu Ser Arg 
130 135 140 



(2) INFORMATIONS POUR LA SEQ ID NO : 5 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 245 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 547900 .. 548634 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 561: 

Met His Leu His Glu Tyr Gin Ala Lys Asp Leu Leu Thr Ala Tyr Gin 

Leu Pro lie Pro Pro Tyr His Val Ala Thr Ser Val Pro Glu Val Glu 

Ala Ala lie Gin Xaa Glu Gin Trp Lys Ala Gly Val Val Lys Ala Gin 

Val His Ala Gly Gly Arg Gly Lys Asn Gly Gly Val Val He Ala His 

Ser Ho Glu Asp Leu Leu Ala Ala Ala Asp Lys Leu Leu His Met Gin 

Phe Ser Ser Asn Gin Thr Ala Gly Leu Ser Leu Pro Val Asn Lys Val 

90 9b 



85 



Leu lie Ser Pro Leu Val Glu He Ala Ser Glu Tyr Tyr Leu Ala He 

Val lie Asp Arg Lys His Arg Cys Pro Val He Met Leu Ser Lys Ala 

Gly Gly Val Asp He Glu Glu Val Ala Glu Lys Gin Pro Asp Gin Leu 

135 140 
Leu Lys Met Thr Leu Pro Ser Ser Gly Lys He Tyr Gly Tyr Gin Leu 
145 150 I 55 ZZ 

Arg Arg He Ala Lys Phe Met Glu Trp Asp Gin Pro He Ala Asp Gin 

Gly Asn Arg He He Arg Gin Leu Leu Gin Cys Phe Tyr Glu Lys Asp 

180 I 85 
Ala ser Leu Leu Glu He Asn Pro Leu Val Leu Thr Lys Asp Gly Ser 

195 200 205 

Leu Val lie Leu Asp Ala Lys Met Thr He Asp Asp Asn Ala Leu Tyr 

Arg His Pro Glu Leu Ala Asp Cys Tyr Asp Pro Ser Gin Glu Asn He 
225 230 235 

Arg Asp Val Leu Ala 
245 



(2) INFORMATIONS POUR LA SEQ ID NO: 562: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 256 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lindaire 

( i i i ) HYPOTHETIQUE : ou i 



(viii) POSITION DANS LE GENOME: 548692 549459 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 562: 

Phe Asp Tyr Ser Val Phe Lys Phe Phe Gly Asn Lys Leu Arg Ser Leu 

1 5 io 15 

Phe Lys Arg Thr Leu Ser Ser Asp Leu Leu Glu Tyr Ala Glu Val Leu 

20 25 30 

Leu Tyr Glu Gly Asp Phe Gly Pro Lys Leu Thr Glu Ala Phe Cys Glu 

35 40 45 

Glu Leu Arg Arg Cys Lys Asn Pro Asp Glu Arg Ala Val Lys Glu Leu 

50 55 60 

He Arg Ser Phe Leu Ser Lys He He Ser Lys Leu Pro Gin Arg Glu 
65 70 75 80 

Pro Leu Ser Val Arg Pro Phe Ser Thr Leu Val Leu Gly Thr Asn Gly 

85 90 95 

Ser Gly Lys Thr Thr Thr Val Ala Lys Leu Ala His Tyr Tyr Leu Ser 

100 105 HO 

Gin Asn Gin Lys Val Leu He Val Ala Thr Asp Thr Phe Arg Ser Ala 

115 120 125 

Gly Met Asp Gin Met Arg Cys Trp Ala Glu Thr Leu Asn Cys Gly Phe 

130 135 140 

He Ser Gly Lys Pro Gly Gly Asp Ala Ala Ala He Ala Phe Asp Gly 
145 150 155 160 

He Ser Ala Ala Val Ala Arg Asp Tyr Asp His Val He He Asp Thr 

165 170 175 

Ser Gly Arg Leu His Thr His Thr Asn Leu Leu Lys Glu Leu Gin Lys 

180 185 190 

He Ala Thr Val Cys Asn Lys Ala Phe Pro Gly Ala Pro His Glu Thr 

195 200 205 

Leu Met Thr He Asp Ala Thr Leu Gly Ser Asn Thr He Glu Ser Gly 

210 215 220 

Cys Asn Tyr Ser Met Lys Pro Tyr Leu Ser Lys Trp Thr Tyr Phe His 
225 230 235 240 

Lys Ser Gly Arg Phe Cys Gin Arg Arg Leu Ser Leu Pro Tyr Arg Arg 
245 250 255 



(2) INFORMATIONS POUR LA SEQ ID NO : 5 63: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 241 acides amines 

<B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 549 663 5503 85 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 563: 



1299 



90 95 



Leu Val Ala Tyr Phe Cys Asp Gly Oly Asn He Leu Ser Arg Val He 

100 105 
Gly Glu ser Phe Phe Ser Tyr Pro Trp Met Arg His Val Met Pro Leu 
* 120 125 



Leu Phe Phe Ser Leu Phe Ala Pro Leu Leu Met Ala Asn Thr Ser Val 

lie Asp Tyr Cys Asn Arg III Phe Val Phe Gly Leu He Phe Val Phe 

IZ Leu Phe cys Val III Gly Val Pro Arg He Gin Gly Glu Leu Leu 

Leu Arg Ala Ser Trp Phe Ser Ser Leu Asn Ser Leu Pro He Phe Phe 

1 80 185 
Leu Ala Phe Gly Phe Gin Asn Val Val Pro ser Leu Tyr His Tyr Leu 

Asp Gly Asn He Arg Glu Val Lys Arg Ala He Leu He Gly Ser Leu 

He Pro Leu He Leu Tyr He Ala Trp Glu Ala Leu Val Leu Gly Thr 

Val Pro Leu Val Asp Leu Leu Lys Ala Lys Asp Leu Gly Trp Thr Ala 



Ala Gly Ala Leu Sin Gly Ser Leu Lys Asn Ser Ala Phe Tyr He Ala 



Gly Glu Leu Ke Gly Phe Phe Ala Leu Val Thr Ser Phe He Gly Thr 

nc 280 zob 

Ala Leu Ala Leu Lys Asp Phe Tyr He Asp lie Phe Lys Trp Asp Ala 

Arg Lys Lys Arg Val Ser Leu Phe Phe Leu Val Gin Val Phe Pro Leu 

Val Trp Ala He Phe Tyr Pro Glu He Val Leu Ser Cys Leu Arg Tyr 

Ala Gly Gly He a" Gly Ala Cys Ila III Val Leu Phe Pro Val Ala 

Met Leu Trp Asn Gly Arg Tyr Gly Lys Arg Arg Cys Phe Gly Lys Arg 

He Leu III Gly Gly Lys Thr III Leu Leu He Leu Thr Gly Tyr Thr 

370 375 380 

val Leu Asn Xaa Ala Thr Leu Tyr Tyr Ala Phe 



265 



370 

385 



390 395 



(2) INFORMATIONS POUR LA SEQ ID NO: 565: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 398 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 5517 97 .. 552990) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 565: 
Met He Asn Lys Met Leu Gly Gly Ala Leu Leu Val Ala Gly Thr Thr 
lie Gly Ala Gly Val Leu Ala Val Pro Val Ser Thr Ser Glu Gly Gly 



20 



1300 



Phe 


Leu 


Pro 


Thr 


Thr 


Leu 


Leu 


Tyr 


He 


Val 


Ser 


Trp 


Phe 


He 


Ala 


Val 






35 










40 










45 








Ala 


Ser 


Glv 


TVr 


Cys 


Phe 


Leu 


Glu 


Val 


Leu 


Thr 


Trp 


Thr 


His 


Ser 


Arg 




50 










55 










60 










Lvs 


Asn 


Val 


Asn 


Met 


Val 


Ser 


Leu 


Ala 


Glu 


Tyr 


Thr 


Leu 


Gly 


His 


Lys 


65 










70 










75 










80 


Ser 


Lvs 


lie 


lie 


Met 


Trp 


Leu 


He 


Tyr 


Leu 


Leu 


Leu 


Phe 


Tyr 


Ser 


Leu 








85 










90 










95 




Leu 


Val 


Ala 


Tyr 


Phe 


Cys 


Asp 


Gly 


Gly Asn 


He 


Leu 


Met 


Arg 


Val 


Met 








100 










105 










110 






Glv 


Cys 


Ara; 


Ser 


Trp 


Asp 


Thr 


Pro 


Trp 


He 


Arg 


His 


Ala 


Met 


Pro 


Val 






115 










120 










125 








Val 


Phe 


Phe 


Ala 


Leu 


Phe 


Ser 


Pro 


Leu 


Leu 


Met 


Ala 


Lys 


Thr 


Ser 


He 




130 










135 










140 










lie 


Asp 


Gin 


Cvs 


Asn 


Arg 


Val 


Phe 


Val 


Phe 


Gly 


Leu 


Gly 


He 


Ala 


Phe 


145 










150 










155 










160 


Ala 


Met 


Phe 


Cys 


Tyr 


Phe 


Gly 


Phe 


Pro 


Leu 


Met 


Lys 


Thr 


Asp 


Leu 


Leu 










165 










170 










175 




Val 


Arg 


Ser 


Ala 


Trp 


Gly Ala 


Thr 


Leu 


Lys 


Gly 


Phe 


Pro 


He 


Leu 


Phe 








180 










185 










190 






Leu 


Ala 


Phe 


Gly 


Phe 


Gin 


Asn 


Val 


Val 


Pro 


Thr 


Leu 


Tyr 


His 


Tyr 


Met 






195 










200 










205 








Asp 


Lvs 


Asn 


Val 


Lys 


Asp 


Val 


Lys 


Lvs 


Ala 


He 


Val 


He 


Gly 


Ser 


Ser 




210 










215 










220 










lie 


Pro 


Leu 


Val 


Leu 


Tyr 


lie 


He 


Tro 


Glu 


Ala 


He 


Val 


Leu 


Gly 


Ala 


225 










230 










235 










240 


Val 


Pro 


lie 


Ser 


Phe 


Leu 


Glu 


Gin 


Ala 


Lvs 


Val 


Glu 


Gly 


Trp 


Thr 


Ala 










245 










250 










255 




lie 


Gly 


Ala 


Leu 


Gin 


Thr 


Ala 


Leu 


Lys 


Cys 


Ala 


Ala 


Phe 


Tyr 


Val 


Ala 








260 










265 










270 






Glv 


Glu 


Phe 


Phe 


Gly 


Phe 


Phe 


Ala 


Leu 


He 


Ser 


Ser 


Phe 


He 


Gly Val 




275 










280 










285 








Ser 


Leu 


Gly 


Leu 


Lys 


Asp 


Phe 


Phe 


He 


Asp 


Ala 


Phe 


Gin 


Trp 


Asp 


Glu 




290 










295 










300 










Lys 


Lys 


Arg 


Lys 


Val 


GlU 


lie 


Phe 


Phe 


Leu 


Val 


Phe 


Val 


Phe 


Pro 


Leu 


3 05 










310 










315 










320 


Val 


Trp 


Ala 


Val 


Phe 


Tyr 


Pro 


Gly 


He 


Val 


Leu 


Lys 


Cys 


Leu 


Glu 


Cys 










325 










330 










335 




Thr 


Gly Ala 


Leu 


Gly Glu 


Thr 


He 


Val 


Leu 


Gly Val 


Cys 


Pro 


Val 


Leu 








340 










345 










350 






Met 


Val 


Trp 


Lys 


Gly Arg 


Tyr 


Gly 


Lys 


Lys 


Arg 


Tyr 


Tyr 


Gly 


Lys 


Arg 






355 










360 










365 








lie 


Leu 


Pro 


Gly 


Gly 


Lys 


Gly 


Thr 


Leu 


Leu 


Val 


Met 


Ser 


Gly 


Leu 


Val 




370 










375 










380 










Leu 


Leu 


Asn 


Leu 


Val 


Leu 


He 


Ala 


Gin 


Lys 


Phe 


Leu 


Gly 


Tyr 






385 










390 










395 













(2) INFORMATIONS POUR LA SEQ ID NO : 566: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 606 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



<viii) POSITION DANS LE GENOME: complement ( 553 096 .. 554913 ) 



1301 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 566: 
Met Cys Gly He Phe Gly Tyr Leu Gly Glu Lys Asn Ala Val Pro Leu 
Val Leu Glu Gly Leu Ser Glu Leu Glu Tyr Arg Gly Tyr Asp Ser Ala 
Gly He Ala Thr Leu He Glu Gly Arg Leu Phe Val Glu Lys Ala Val 
Gly Pro val Ser Gin Leu Cys Ser Ala Val Ser Ser Asp He His Ser 
Gin aL Ala He Gly His Sr Arg Trp Ala Thr His Gly Glu Pro Ser 
Arg Phe Asn Ala His Pro His He Asp Met Asp Ala Ser Cys Ala Leu 
Val His Asn Gly fie He Glu Asn Phe X» Lys Leu Lys Glu Glu Leu 



Glu Glu Gin Gly Val Val Phe Ser Ser Asp Thr Asp Thr Glu Val lie 



105 



Val Gin III Phe Ala Arg Arg Tyr Lys Glu Thr Arg Asp Leu He Gin 



120 



125 



135 



140 



Ser III Ser Trp Thr Leu Lys Arg Leu Gin Gly Ser Phe Ala Cys Ala 

III Met His Gin Asp His Pro Glu Val Leu Leu Cys Ala Ala His Glu 

Ser Pro Leu He III Gly Leu Gly Glu Asp Glu Val Phe He Ser Ser 

180 185 
Asp He His Ala Phe Leu Lys Tyr Ser Gly Cys Thr Gin Thr Leu Ala 



ser Gly III Leu Val Val Leu Arg He Gly Lys Ser He Glu Thr Tyr 



200 



215 220 



Asn Phe Glu Leu Ala Arg He Gin Lys Glu Val Arg Cys He Asp His 

HI Glu Asp Ser Leu Asp Lys Lys Gly Phe Asp Tyr Tyr Met Leu Lys 
245 250 



Glu lie Tyr Glu Gin Pro Glu Val Phe Glu Arg He Leu His Leu Thr 
Cys Glu Glu III Ser Phe Thr Glu III Phe Leu Lys Gly Phe Ser Leu 



275 280 



Asp Glu lie Gin Ser Leu His He Val Ala Cys Gly Ser Ser Tyr His 

295 300 



Ala Gly Tyr Leu Ala Lys Tyr Val He Glu Ser He Ala Ser He Pro 



310 



315 



111 Tyr Val Glu He Ala Ser Glu Phe Arg Tyr Arg Gin Pro Tyr He 



Ala Glu His Ser Leu Ala lie Leu lie Ser Gin Ser Gly Glu Thr Ala 



Asp Thr Leu Itl Ala Leu Asn Glu ^Phe Arg Lys Leu Ser Lys Ala Arg 



345 



350 



360 



365 



Val Leu Gly lie Cys Asn Val irg Glu Ser Ala Leu Ala Ser Arg Val 

375 38U 
Asp His Cys Leu Phe He Glu Ala Gly Leu Glu Val Gly Val Ala Ser 

Lys Ala Phe Thr Ala Gin Leu Leu Leu Leu He Leu Leu Gly Leu 

Arg Leu Ala Asn till Arg Gin Val He Sa Gin Glu Asp Leu Ala Gin 

420 425 * 

Ala lie Gin Gly Leu Lys Asp Leu Pro Asn Leu Thr Arg Leu Phe Leu 

/lit; 440 44b 



1302 



Asp Ser Ser lie His Asp Trp Arg Cys Arg Gin lie Glu Glu Thr Ser 

450 455 460 

Phe lie Phe Leu Gly Arg Arg Phe Met Tyr Pro lie Cys Met Glu Ala 
465 470 475 480 

Ala Leu Lys Leu Lys Glu lie Ala Tyr Val Glu Ala Asn Ala Tyr Pro 

485 490 495 

Ala Gly Glu Met Lys His Gly Pro lie Ala Leu lie Arg Glu Gly Thr 

500 505 510 

Pro Val lie Val Tyr Cys Gly Asp Arg Ser Val Tyr Thr Lys Thr lie 

515 520 525 

Gly Ala lie Met Glu Val Lys Ala Arg Lys Ala Tyr Val lie Ala Leu 

530 535 540 

Ala Pro Glu Ser Asn Arg Asp lie Ala Ala Val Ser Asp Glu Gin lie 
545 550 555 560 

Tyr lie Pro Asp Ser His Asp Leu Ala Ala Pro lie Leu Phe Thr lie 

565 570 575 

Ala Gly Gin lie Met Ala Tyr Thr Met Ala Leu Gin Arg Gly Thr Glu 

580 585 590 

Val Asp Arg Pro Arg Asn Leu Ala Lys Ser Val Thr Val Glu 
595 600 605 



(2) INFORMATIONS POUR LA SEQ ID NO : 567: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 458 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 554927 5563 00 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 567: 



Met 


Thr 


Arg 


Asp 


Val 


Ser 


Gin 


Leu 


Phe 


Gly 


Thr 


Asp 


Gly 


Val 


Arg 


Gly 


1 








5 










10 










15 




Arg 


Ala 


Asn 


Phe 


Glu 


Pro 


Met 


Thr 


Val 


Glu 


Thr 


Ser 


Val 


Leu 


Leu 


Gly 








20 










25 










30 






Lys 


Ala 


He 


Ala 


Gly 


Val 


Leu 


Leu 


Glu 


Lys 


His 


Ala 


Gly 


Lys 


His 


Arg 






35 










40 










45 








Val 


Val 


Val 


Gly 


Lys 


Asp 


Thr 


Arg 


Leu 


Ser 


Gly 


Tyr 


Met 


Phe 


Glu 


Asn 




50 










55 










60 










Ala 


Leu 


He 


Ala 


Gly 


Leu 


Thr 


Ser 


Met 


Gly 


He 


Glu 


Thr 


Leu 


Met 


Leu 


65 










70 










75 










80 


Gly 


Pro 


He 


Pro 


Thr 


Pro 


Gly 


Val 


Ala 


Phe 


He 


Thr 


Arg 


Ala 


Tyr 


Arg 










85 










90 










95 




Ala 


Asp 


Ala 


Gly 


He 


Met 


He 


Ser 


Ala 


Ser 


His 


Asn 


Pro 


Tyr 


Arg 


Asp 








100 










105 










110 






Asn 


Gly 


He 


Lys 


He 


Phe 


Ser 


Ser 


Asp 


Gly 


Phe 


Lys 


He 


Gly 


Gin 


Ala 






115 










120 










125 








Val 


Glu 


Glu 


Arg 


He 


Glu 


Ala 


Met 


Val 


Ala 


Ser 


Lys 


Asp 


Phe 


Gly 


Lys 




130 










135 










140 










Leu 


Pro 


Asp 


Asp 


His 


Ala 


Val 


Gly 


Lys 


Asn 


Lys 


Arg 


Val 


Lys 


Asp 


Ala 


145 










150 










155 










160 


Thr 


Gly 


Arg 


Tyr 


He 


Glu 


Tyr 


Ala 


Lys 


Ala 


Thr 


Phe 


Pro 


Lys 


Gly 


Arg 










165 










170 










175 




Thr 


Leu 


Lys 


Gly 


Leu 


Arg 


He 


Val 


Leu 


Asp 


Cys 


Ala 


His 


Gly 


Ala 


Thr 
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180 lbb 



Tyr Arg Val Ala Pro Ser Val Phe Glu Glu Leu Asp Ala Glu Val He 

Cys Tyr Gly Cys Glu Pro Ser lly Cys Asn He Asn Ala Gly Cys Gly 

Ala Leu Trp Pro Ser Thr lie Gin Lys Ala Val He Glu His Lys Ala 

Asp Val Gly lie Ala Leu Asp Gly Asp Gly Asp Arg Leu He Met Val 

245 aov 
A sp Glu Lys Gly His lie Val Asp Gly Asp Met Leu Leu Ser lie Cys 

9 60 265 
Ala ser Asp Leu Lys Arg Arg Gin Ala Leu Pro Asp Asn Arg Val val 

Ala Thr III Met Thr Asn Phe Gly Val Leu Arg Tyr Leu Glu Ser Leu 

oly lie Gin val Thr He III Pro Val Gly Asp Arg His Val Leu Gin 



III Met Leu Glu Asn Gin Ala Val Leu Gly Gly Glu Gin Ser Gly His 



310 



Met lie Phe Leu As P Tyr Asn Thr Thr o"ly Asp Gly He Val Ser Ala 
L eu Gin Val Leu Arg He Met lie Glu Ser Glu Ser Thr Leu Ser Asp 
L eu Thr Ala Cys He Val LyS 5 Ser Pro Gin Ala Leu He Asn Val Pro 
Val Thr Lys Lys Val Pro III Glu Ser Leu Ala Asn Val Gin Gly Val 



330 



390 



III Lys Glu Val Lys Glu Val Leu Gly Asp Ser Gly Arg He Leu Leu 
Ar g Tyr Ser Gly Thr Glu Asn He Cys Arg Val Met Val Glu Gly Thr 

A 9 0 4-6 b 

Lys Lys His Gin Val Asp Ser Leu Ala Lys Thr He Val Asp Val Val 

Glu Ala Glu He Gly Ala Gly He Ser Glu 
450 455 



(2) INFORMATIONS POUR LA SEQ ID NO: 5 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 127 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 556524 .. 556904 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 568: 

Met lie Tyr Phe Phe Val Phe Met Thr Pro Tyr Leu He Glu Ala Leu 

val Ala cys Cys lie Leu Leu Ser Leu lly Met Val Leu lie Phe Ala 

Phe Thr He Cys Leu Leu Leu Lys Leu His Lys He Met Lys Leu Val 



Ser Arg 'lie Ser Ser Leu Phe Asn Phe Glu Ala Arg Trp Leu Ala Pro 



cc 60 
50 55 
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Leu Leu lie Gly Lys 
65 

Ala Asp Arg Lys Met 
85 

Asp Ser Glu Asn Ser 
100 

Ala Ala lie Ala Leu 
115 



Lys Phe lie Leu Asn 
70 

Ser Gin Leu Ala Asp 
90 

Cys Ser Ser Arg Leu 
105 

Cys Ala Trp Leu Leu 
120 



Trp Leu Arg Lys Lys Tyr 
75 80 
Glu Leu Glu Asp Asn Glu 
95 

Leu Cys Gly Ala Lys Leu 
110 

lie Arg Lys Lys Asp 
125 



(2) INFORMATIONS POUR LA SEQ ID NO : 569: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 271 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 5573 14 558 12 6 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 569: 



Arg 


Ser 


Phe 


Lys 


Gly 


Asp 


Ser 


Met 


Thr 


Thr 


Leu 


Pro 


Asn 


Thr 


Cys 


Thr 


1 








5 










10 










15 




Ser 


Asn 


Ser 


Asn 


Ser 


He 


Asn 


Thr 


Phe 


Thr 


Xaa 


Asp 


He 


Glu 


Met 


Ala 








20 










25 










30 






Lys 


Gin 


He 


Gin 


Gly 


Ser 


Arg 


Lys 


Asp 


Pro 


Leu 


Ala 


Lys 


Thr 


Ser 


Trp 






35 










40 










45 








He 


Ala 


Gly 


Leu 


He 


Cys 


Val 


Val 


Ala 


Gly 


Val 


Leu 


Gly 


Leu 


Leu 


Ala 




50 










55 










60 










He 


Gly 


He 


Gly 


Gly 


Cys 


Ser 


Met 


Ala 


Ser 


Gly 


Leu 


Gly 


Leu 


He 


Gly 


65 










70 










75 










80 


Ala 


He 


He 


Ala 


Ala 


Val 


Val 


Val 


Ala 


Val 


Gly 


Leu 


Cys 


Cys 


Leu 


Val 










85 










90 










95 




Ser 


Ala 


Leu 


Cys 


Leu 


Xaa 


Val 


Glu 


Lys 


Ser 


Gin 


Trp 


Trp 


Gin 


Lys 


Glu 








100 










105 










110 






Phe 


Lys 


Ser 


Trp 


He 


Glu 


Gin 


Lys 


Ser 


Gin 


Phe 


Arg 


He 


Val 


Met 


Ala 






115 










120 










125 








Asp 


Met 


Leu 


Glu 


Ala 


Asn 


Gin 


Lys 


Leu 


Gin 


Ser 


Glu 


Val 


Glu 


Phe 


Leu 




130 










135 










140 










Ser 


Lys 


Gly 


Trp 


Ser 


Asp 


Ala 


Ala 


Ala 


Val 


His 


Lys 


Glu 


Asp 


Val 


Thr 


145 










150 










155 










160 


Lys 


Tyr 


Glu 


Gin 


Val 


Val 


Glu 


Lys 


Tyr 


Gly 


Glu 


Lys 


He 


Met 


Lys 


Leu 










165 










170 










175 




Tyr 


Lys 


Gin 


Thr 


Gly 


Val 


Leu 


Thr 


He 


Glu 


Lys 


Val 


Asn 


Leu 


Gin 


Lys 








180 










185 










190 






Glu 


Lys 


Lys 


Thr 


Trp 


Leu 


Glu 


Glu 


Lys 


Ala 


Glu 


Met 


Glu 


Gin 


Lys 


Leu 






195 










200 










205 








Thr 


Thr 


Val 


Thr 


Asp 


Leu 


Glu 


Ala 


Ala 


Lys 


Gin 


Gin 


Leu 


Glu 


Glu 


Lys 




210 










215 










220 










Val 


Thr 


Asp 


Leu 


Glu 


Ser 


Glu 


Lys 


Gin 


Glu 


Leu 


Arg 


Glu 


Glu 


Leu 


Asp 


225 










230 










235 










240 


Lys 


Ala 


Thr 


Glu 


Asn 


Leu 


Asp 


Glu 


Met 


Ala 


His 


Glu 


Ala 


Met 


Glu 


Phe 










245 










250 










255 




Glu 


Lys 


Glu 


Lys 


His 


Gly 


He 


Lys 


Pro 


Gly 


Arg 


Arg 


Gly 


Ser 


He 










260 










265 










270 
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(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 142 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 557810 .. 55823 5 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 570: 
Asp Phe Ser Thr Xaa Lys His Lys Ala Asp Thr Lys Gin His Lys Pro 
Thr Ala Thr Thr Thr Ala Ala He lie Ala Pro He Asn Pro Asn Pro 
Olu Ala lie G°iu His Pro Pro lie Pro He Ala Arg Ser Pro Asn Thr 
Pro Ala Thr Thr Gin He Asn Pro Ala He His Glu Val Leu Ala Arg 
Cly Ser Phe Arg Glu Pro Trp He Cys Phe Ala He Ser He Ser Xaa 
Si Lys Val Phe He Leu Glu Phe Glu Val Gin Val Leu Gly Arg 
Val Val He Glu Ser Pro Leu Asn Asp Arg His Ala Asp Gly Pro Lys 
Lys Gin Pro III Thr Tyr Phe Cys Thr Asn Phe Cys Phe Leu Ala Lys 
Lys Lys III Arg Phe Tyr Leu Leu Leu Asn Leu Leu Thr Ser 



130 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 3 02 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION : lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 558310 .. 559215 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 571: 
Lys Met His Ala Leu Leu He Asn Leu Thr Ala Gin Arg Met Glu Phe 
Asp Tyr ser Thr Asn val Trp Gly Phe Ala Phe Gly Gly Hj. Arg Thr 
Leu Ser Ala llu Asn Leu Val Ala He Asp Gly Tyr Lys Gly Ala Tyr 
Oly Gly aL Ser Ala Gly Val Asp He Gin Leu Met Glu Asp Phe Val 
L6 u G°iy val Ser Gly Ala "a Phe Leu Gly Lys Met Asp Ser Gin Lys 



65 70 
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Phe 


Asp 


Ala 


Glu 


Val 
85 


Ser 


Arg 


Lys 


Gly 


Val 
90 


Val 


Gly 


Ser 


Val 


Tyr 
95 


Thr 


Gly 


Phe 


Leu 


Ala 
100 


Gly 


Ser 


Trp 


Phe 


Phe 
105 


Lys 


Gly 


Gin 


Tyr 


Ser 
110 


Leu 


Gly 


Glu 


Thr 


Gin 


Asn Asp 


Met 


Lys 


Thr 


Arg 


Tyr 


Gly Val 


Leu 


Gly 


Glu 


Ser 






115 










120 










125 








Ser 


Ala 


Ser 


Txd 


Thr 


Ser 


Arg 


Gly Val 


Leu 


Ala 


Asp 


Ala 


Leu 


Val 


Glu 




130 










135 










140 










Tvr 


Arg 


Ser 


Leu 


Val 


Gly 


Pro 


Val 


Arg 


Pro 


Thr 


Phe 


Tyr 


Ala 


Leu 


His 


145 










150 










155 










160 


Phe 


Asn 


Pro 


Tvr 


Val 
165 


Glu 


Val 


Ser 


Tvr 


Ala 
170 


Ser 


Met 


Lys 


Phe 


Pro 
175 


Gly 


Phe 


Thr 


Glu 


Gin 
180 


Glv 


Arg 


Glu 


Ala 


Arg 
185 


Ser 


Phe 


Glu 


Asp 


Ala 
190 


Ser 


Leu 


Thr 


Asn 


He 
195 


Thr 


He 


Pro 


Leu 


Gly 
200 


Met 


Lys 


Phe 


Glu 


Leu 
205 


Ala 


Phe 


He 


Lys 


Gly 
210 


Gin 


Phe 


Ser 


Glu 


Val 
215 


Asn 


Ser 


Leu 


Gly 


He 
220 


Ser 


Tyr 


Ala 


Trp 


Glu 


Ala 


Tyr 


Arg 


Lys 


Val 


Glu 


Gly 


Gly 


Ala 


Val 


Gin 


Leu 


Leu 


Glu 


Ala 


225 










230 










235 










240 


Gly 


Phe 


Asp 


Trp 


Glu 
245 


Gly 


Ala 


Pro 


Met 


Asp 
250 


Leu 


Pro 


Arg 


Gin 


Glu 
255 


Leu 


Arg 


Val 


Ala 


Leu 
260 


Glu 


Asn 


Asn 


Thr 


Glu 
265 


Trp 


Ser 


Ser 


Tyr 


Phe 
270 


Ser 


Thr 


Val 


Leu 


Gly 
275 


Leu 


Thr 


Ala 


Phe 


Cys 
280 


Gly 


Gly 


Phe 


Thr 


Ser 
285 


Thr 


Asp 


Ser 


Lys 


Leu 
290 


Gly 


Tyr 


Glu 


Ala 


Asn 
295 


Ala 


Gly 


Leu 


Arg 


Leu 
300 


He 


Phe 







(2) INFORMATIONS POUR LA SEQ ID NO: 572: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 718 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 55919 6 .. 561349 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 572: 



Leu 


Leu 


Val 


Arg 


Trp 


Lys 


Leu 


Pro 


He 


He 


Pro 


Ser 


Asn 


Phe 


Phe 


Tyr 


1 








5 










10 










15 




Arg 


Lys 


Cys 


Glu 
20 


Xaa 


Pro 


Gin 


Ala 


Leu 
25 


Pro 


Thr 


Gin 


Glu 


Glu 
30 


Phe 


Pro 


Leu 


Phe 


Ser 
35 


Lys 


Lys 


Glu 


Gly 


Arg 
40 


Pro 


Leu 


Ser 


Ser 


Gly 
45 


Tyr 


Ser 


Gly 


Gly 


Gly 
50 


Ala 


He 


Leu 


Gly 


Arg 
55 


Glu 


Val 


Ala 


He 


Leu 
60 


His 


Asn 


Ala 


Ala 


Val 


Val 


Phe 


Glu 


Gin 


Asn 


Arg 


Leu 


Gin 


Cys 


Ser 


Glu 


Glu 


Glu 


Ala 


Thr 


65 










70 










75 










80 


Leu 


Leu 


Gly 


Cys 


Cys 
85 


Gly 


Gly 


Gly 


Ala 


Val 
90 


His 


Gly 


Met 


Asp 


Ser 
95 


Thr 


Ser 


He 


Val 


Gly 


Asn 


Ser 


Ser 


Val 


Arg 


Phe 


Gly Asn 


Asn 


Tyr 


Ala 


Met 








100 










105 










110 






Gly 


Gin 


Gly 


Val 


Ser 


Gly 


Gly 


Ala 


Leu 


Leu 


Ser 


Lys 


Thr 


Val 


Gin 


Leu 
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19(1 x 

,1, Oly III oly s.r Val Asp Ph. s.r « Asn II. Ala S.r » oly 
oly SJ Al, «~ «» Al. ~ •» «» « S 0ta ™ ^ SS 

55 iyr «i - - 2S »p - «• «x « Vil ^ Gly SS " a 

165 , Ual v»i He Ser Gly Asn Lys Gly Arg 

lie s.r cys Km Arg oly Asp val val Il« =« Y u , 

V,I Olu Ph. £. Asp Asn XI. Ala Thr Arg - TV. Val olu Olu - 

val Olu £. -1 -1- «u val olu Pro Ala Pro .!« oln «- «P - 

R sn olu L.u ser Ph. « Si, « val olu oln s.r Ph. IX. Thr Ala 

J£ »= oln Al, I* » AX, s.r Olu Asp OXy Asp L.u s.r Pro olu 

s« s.r IX. s.r sfr olu olu L,u Ala Lys Arg Arg olu cys Ala oly 

260 , Tla Asn Asn Gin Glu Ala 

Oly Ala II. Ph. Ala Lys Arg val Arg II. val Asp Asn 

val val S S.r Asn Asn Ph. s.r Asp II. Tyr Oly Oly Ala II. Ph. 

mr o!y s.r L..U Arg olu o'lu Asp ,y. L~ Asp oly oln II. Pro OXu 

Val L.u IX. s.r Oly A.n Al, Oly Asp val val Ph. S.r oly Asn s.r 

„ ,y. Arg Asp olu His ,.u Pro His Thr oXy oXy oxy Ala XX. cys 

340 , * nv Asn Val Leu Phe Tyr 

Thr Oln Asn L.u Thr IX. s.r Oln Asn Thr OXy ^ 

A s„ A.» fa! AXa cys s.r OXy OXy AX, val Arg II. OX. Asp His Oly 

» III » l.u olu ai, p». oly oiy asp ix. v,x Ph. L ys oly Asn 

III s.r Ph. Arg AX, III oly s.r Asp Ala XI. Tyr Ph. Al, OXy Lys 
Glu s.r Hi, XX. £ Al. L.u Asn Al, Thr olu oly Hi. Al. IX. V,l 

420 „ i pho giu Asn Leu Lys Glu Arg Lys Ser Ala 
Phe His Asp Ala Leu Val Phe Glu Asn Le y ^ 

435 t T1e Asn ser Arg Glu Asn Pro Gly Tyr Thr Gly Ser 
Glu Val Leu Leu He Asn ser Arg ^ 

II. "g Ph. Leu Olu Al, OXU s.r Lys V,X Pro oln Cys IX. His VaX 
ill 0X„ OXy s.r L.u S« L.u L.u Asn OXy AXa Thr L.u cys S.r Tyr 

t 8S nv Ala Lys Leu Val Leu Ala Ala Gly Ser 

Gly Phe Lys Gin Asp Ala Gly Ala Lys ^ 

500 » o Br civ Thr Pro Val Gin Gly His Ala He 

Lys Leu Lys He Leu Asp Ser Gly Thr Pr ^ 

515 „ n Tlo rZ Ser Ser Ser Glu Pro Glu Gly Ala 

ser Lys Pro Glu Ala Glu lie Glu Ser Ser ^ 

His "er Leu Trp XI. U ^ °* *£ ™ Pro Met Val 

HI XX. His Thr XX. ler VaX Asp Leu AXa Ser Phe Ser Ser Ser GXn 
GXn Glu Gly Thr vfl GXu Ala Pro Gin Val He Val Pro Gly Gly Ser 

con doD 
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Tyr Val Arg Ser Gly 
595 

Thr Gly Tyr Glu Asn 
610 

Leu Met Ser Phe Val 
625 

Asn Leu Ser Val Ser 
645 

Glu Glu Asp Thr Tyr 
660 

Gin Asp Gly Thr Leu 
675 

Asp Pro Gin Lys Ala 
690 

Gly Ala Val Leu Ser 
705 



Glu Leu Asn Leu Glu 
600 

His Ala Leu Leu Lys 
615 

Ala Ser Ser Asp Glu 
630 

Asp Leu Gin lie His 
650 

Gly His Met Gly Asp 
665 

Val lie Asn Trp Asn 
680 

Gly Ala Leu Val Phe 
695 

Ala Leu Lys Asn Ala 
710 



Leu Val Asn Thr Thr Gly 
605 

Asn Glu Ala Lys Val Pro 
620 

Ala Ser Ala Glu lie Ser 
635 640 
Val Ala Thr Pro Glu He 
655 

Trp Ser Glu Ala Lys He 
670 

Pro Thr Gly Tyr Arg Leu 
685 

Asn Ala Leu Trp Glu Glu 
700 

Arg Phe Ala Asp 
715 



(2) INFORMATIONS POUR LA SEQ ID NO: 573: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 594 acides amines 

.(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 561150 .. 5 62 93 1 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 573: 



Phe 


Val 


Lys 


Lys 


Val 


Leu 


Phe 


Arg 


Arg 


Phe 


Glu 


Met 


Ser 


Ser 


Glu 


Lys 


1 








5 










10 










15 




Asp 


He 


Lys 


Ser 


Thr 


Cys 


Ser 


Lys 


Phe 


Ser 


Leu 


Ser 


Val 


Val 


Ala 


Ala 








20 










25 










30 






He 


Leu 


Ala 


Ser 


Val 


Ser 


Gly 


Leu 


Ala 


Ser 


Cys 


Val 


Asp 


Leu 


His 


Ala 






35 










40 










45 








Gly 


Gly 


Gin 


Ser 


Val 


Asn 


Glu 


Leu 


Val 


Tyr 


Val 


Gly 


Pro 


Gin 


Ala 


Val 




50 










55 










60 










Leu 


Leu 


Leu 


Asp 


Gin 


He 


Arg 


Asp 


Leu 


Phe 


Val 


Gly 


Ser 


Lys 


Asp 


Ser 


65 










70 










75 










80 


Gin 


Ala 


Glu 


Gly 


Gin 


Tyr 


Arg 


Leu 


He 


Val 


Gly Asp 


Pro 


Ser 


Ser 


Phe 










85 










90 










95 




Gin 


Glu 


Lys 


Asp 


Ala 


Asp 


Thr 


Leu 


Pro 


Gly 


Lys 


Val 


Glu 


Gin 


Ser 


Thr 








100 










105 










110 






Leu 


Phe 


Ser 


Val 


Thr 


Asn 


Pro 


Val 


Val 


Phe 


Gin Gly 


Val 


Asp 


Gin 


Gin 






115 










120 










125 








Asp 


Gin 


Val 


Ser 


Ser 


Gin 


Gly 


Leu 


He 


Cys 


Ser 


Phe 


Thr 


Ser 


Ser 


Asn 




130 










135 










140 










Leu 


Asp 


Ser 


Pro 


Arg 


Asp 


Gly 


Glu 


Ser 


Phe 


Leu 


Gly 


He 


Ala 


Phe 


Val 


145 










150 










155 










160 


Gly 


Asp 


Ser 


Ser 


Lys 


Ala 


Gly 


He 


Thr 


Leu 


Thr 


Asp 


Val 


Lys 


Ala 


Ser 










165 










170 










175 




Leu 


Ser 


Gly 


Ala 


Ala 


Leu 


Tyr 


Ser 


Thr 


Glu 


Asp 


Leu 


He 


Phe 


Glu 


Lys 








180 










185 










190 






He 


Lys 


Gly 


Gly 


Leu 


Glu 


Phe 


Ala 


Ser 


Cys 


Ser 


Ser 


Leu 


Glu 


Gin 


Gly 






195 










200 










205 








Gly 


Ala 


Cys 


Gly 


Ala 


Gin 


Ser 


He 


Leu 


He 


His 


Asp 


Cys 


Gin 


Gly 


Leu 
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ou, val «. Hi. cys ™ S ai, v.i « S «- - « - 

- »p - - - - - - ree v * 1 ™ ti : 

M „ w «- - ~ - - -s - Giy Mp r. val ; 

260 n ti* ser Phe Glu Gly Asn ser Ala Asn Phe 

Ala Asn Cys Asp Gly Ala He Ser Phe 285 

275 Tl Rla A?a Ser Gly Lys Val Leu Phe Val Ala 

Ala Asn Gly Gly Ala He Ala Ala Ser y Y ^ 

Asn Asp Lys Lys - - Phe Xle Glu Asn f | Ala Leu Ser Gly Gly 
A°ia He Ala Ala Ser 12 Asp He Ala Phe Gin Asn Cys Ala Glu Leu 
val P he Lys Oly Asn cys - He Gly T hr Glu As P Lys cly Ser Leu 

340 „ t on Glv Thr Val Leu Leu Gin Gly Asn 

Gly Gly Gly Ala He ser Ser Leu Gly Thr ^ 

355 3 60 Qly Gly Ala 

His Gly He Thr Cys Asp Lys Asn Glu A ^ 

IU Ph. Gly ,ys As„ - XX- ~ - ~ - »° 7 lo 

s « »p « - £ <*. « - - Gly Rla Ile A1 * "t Gln 

405 „„ sin "la Gly II. ser P» Glu «W 

01 u II. val Ser II. Gln Asn Asn Gln Ala Y 430 

42° , »1» cvs Gly ser Phe ser ser 

G1 y W s Ala ser Phe Gly Gly Gly He Ala cys y ^ 

Al Gly Gly Ala s.r val « - «• « »«0 ~ ^ ^ 

.y s H. ~ - « - - - <*■ ™ s " ASP Leu r 

£ M . t «u *yr Gl„ Gly Gly Gly Ala „J Ph. Gly Gl. Ash lie ser 
M u ser Glh Asn S Gly V,l « * - - Asp Ash II. val ,y 
^ Ph. Ala III Asn Gly W s II. « Gly Gly Ala He « A • 

515 T1 n^r- Asn Asn ser Val Glu Phe Leu Leu Gln 

Thr Gly Lys Val Glu lie Thr Asn Asn ^ 

Gln ££ Ar 9 ... ser « S.r s.r ser Asn s.r Ar 9 Gly Val ser 
£ G!„ Gln «. AT, - - - - - « ~ ^ 

„ ser As P Ph. Ill «. *U s.r ~ - - ™ ^ £ ^ S " 



580 

Ser He 



(2) INFORMATIONS POUR LA SEQ ID NO: 574: 

(i, CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 321 acides amines 

(B) TYPE: acide amine 

(D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: complement ( 563 12 1 .. 564083 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 574: 



Met 


Lys 


Val 


Arg 


Leu 


Gly Val 


Asp 


Met 


Met 


Gly 


Gly 


Asp 


His 


Asp 


Pro 


1 








5 










10 










15 




Leu 


Val 


Val 


Trp 


Glu 


Ala 


Leu 


Gly Glu 


Val 


Leu 


Leu 


Ser 


Ser 


Thr 


Gly 








20 










25 










30 






Glu 


Gin 


Pro 


Val 


Glu 


Jt i 1 


x ni- 


Val 


Phe 


Ala 


Thr 


Ser 


Asp 


Val 


His 


His 






35 










40 










45 








Gin 


Leu 


Met 


Asn 


Ser 


ST JL \J 


Leu 


Ser 


Arg 


Ser 


Val 


Arg 


He 


Val 


Thr 


Ala 




50 










55 










60 










Glu 


Asp 


Phe 


Val 


Ser 


Mot* 


V» J. Lt 


Asp 


Ser 


Leu 


Leu 


Ala 


Ala 


Val 


Arcr 


LVS 


65 










7 n 










75 










80 


Lys 


Arg 


Ser 


Ser 


Met 


7\ "I -i 


Leu 


Gly 


Leu 


Asp 


Ala 


Leu 


Gin 


Gin 


Glv 


Asp 










85 










90 










95 




Leu 


Asp 


Gly 


Phe 


Val 


Ser 


Ser 


Gly Asn 


Thr 


Ala 


Ala 


Leu 


Val 


Thr 


Leu 








i on 

J. \J \J 










105 










110 






Ala 


Arg 


Cor 
O cL 


Lys 


He 


Pro 


ixieu 


He 


Pro 


Ala 


Val 


Pro 


Arg 


Pro 


Ala 


Leu 






1 1 C 
X ± 3 










120 










125 








Leu 


Val 


Ser 


Val 


Pro 


mr 


Leu 


Ser 


Gly 


Phe 


Ala 


Val 


He 


Leu 


Asp 


Val 




130 










J. -J o 










14 0 










Gly Ala 


JLi.ll. 


val 


Ser 


Val 


Asn 


Pro 


Asp 


Glu 


Met 


Val 


Glv 


Phe 


Ala 


Arg 


145 










i cn 
IjU 










155 










160 


Met 


Gly 


Leu 


Al ^ 
r\ -L d 




Arg 


ill 


Ser 


Leu 


Ser 


Ser 


Asn 


Ser 


Asn 


Gin 


Pro 










X O J 










170 










175 




Phe 


Thr 


Leu 


Glv 


Leu 


Leu 


Asn 


He 


Gly 


Ser 


Glu 


Glu 


Arg 


Lys 


Gly 


Thr 








180 










185 










190 






Asp 


Ser 


His 


Lys 


Gin 


Thr 


Phe 


Arg 


Met 


Leu 


Arg 


Asn 


He 


Phe 


Gly 


Ser 






195 










200 










205 








Ala 


Phe 


Leu 


Gly 


Asn 


He 


Glu 


Ser 


Gly Asp 


Val 


Phe 


Ser 


Gly 


Lys 


Val 




210 










215 










220 










Asp 


He 


Val 


Val 


Thr 


Asp 


Gly 


Phe 


Thr 


Gly 


Asn 


Val 


Phe 


Leu 


Lys 


Thr 


225 










230 










235 










240 


Ala 


Glu 


Gly 


Leu 


Phe 


Asp 


Phe 


Leu 


Arg 


His 


He 


Leu 


Gly 


Asp 


Arg 


Leu 










245 










250 










255 




Glu 


Lys 


Ser 


He 


Lys 


Met 


Gin 


Phe 


Asp 


Tyr 


Thr 


He 


Tyr 


Pro 


Gly 


Ser 








260 










265 










270 






He 


He 


Ser 


Gly 


Leu 


Ser 


Arg 


Leu 


Val 


He 


Lys 


Cys 


His 


Gly 


Lys 


Ser 






275 










280 










285 








His 


Gly 


Thr 


Ala 


Leu 


Phe 


Gly 


Gly 


He 


Ser 


Gly 


Ala 


He 


Asp 


Leu 


Ala 




290 










295 










300 










Arg 


Ala 


Asn 


Val 


Cys 


Ser 


Arg 


He 


Ala Asp 


Arg 


Phe 


Gly 


Asp 


Asn 


Val 



305 310 315 320 

Val 



(2) INFORMATIONS POUR LA SEQ ID NO: 575: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 117 acides amines 

<B) TYPE: acide amin£ 

(D) CONFIGURATION: lindaire 

(iii) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: 563593 .. 563943 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 575: 
Ala Lys Pro lie Arg Ala Lys Pro Thr lie Ser Ser Gly Phe Thr Asp 
T hr Val Ala Pro Thr Ser Lys He Thr Ala Asn Pro Glu Arg Val Oly 
Thr Glu Thr Asn Asn Ala Oly Leu Oly Thr Ala Oly lie He Oly lie 
L eu Olu Arg Ala Ser Val Thr Lys Ala Ala Val Phe Pro Olu Olu Thr 
Lys Pro ser Arg Ser Pro Cys Cys Asn Ala Ser Asn Pro Arg Ala lie 
Olu Asp Arg Phe Leu Irg Thr Ala Ala Asn Lys Olu Ser Ser lie Olu 
to Lys Ser Ser fla Val Thr He Arg Thr Olu Arg Asp Ser Oly Olu 

100 10b 
Phe He Asn Trp Trp 
115 

(2) INFORMATIONS POUR LA SEQ ID NO : 57 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 518 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 565400 .. 566953 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 57 6: 
Arg Ala Phe Arg Asn Ala Met Glu Asn Asp He Leu Leu Asn He Glu 
Lr Lys Glu He Arg Tyr Ala His Leu Lys Asn Oly Gin Leu Phe Asp 
L eu lie lie Olu Arg Lys Lys He Arg Gin Leu Lys Gly Asn lie Tyr 
Arg Gly Arg Val Thr Asn He Leu Arg Asn He Gin Ser Ala Phe He 
Asn Tie Asp Glu Arg Glu Asn Oly Phe He His He Ser Asp Val Leu 
Su Asn Ser Lys Lys IL Glu Gin Met Phe Asp He Asp Ser Ala 
ASP His Ala Glu Pro Arg Pro Glu Glu Thr Ser Glu Ala Pro He Glu 
Olu Leu Leu Lys Leu Asp Ser Pro Val Leu Val Gin Val Val Lys Glu 
Pro lie oly Thr Lys Oly Ala Arg Leu Thr Ser *jn He Ser He Pro 
Oly Arg ^r Leu Val Leu III Pro Asn Ser Pro His Arg Gly Val Ser 
HI Lys He Olu Asp Pro Leu Met Arg Asp Gin Leu Lys Gin Leu He 
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Lvs 


lie 


Ser 


Ala 


Glu 


Lys 


Ala 


Glu 


Ala 


Leu 


Cys 


Ser 


Gin 


Trp 


Leu 


Lys 


1 








5 










10 










15 




Val 


lie 


lie 


Asp 


Asp 


Leu 


Lys 


Asn 


Pro 


He 


He 


Phe 


Pro 


Pro 


Tyr 


His 








20 










25 










30 






Lys 


Lys 


lie 


Arg 


Ser 


Pro 


He 


Asp 


Leu 


Tyr 


Gin 


Phe 


Gly 


He 


Asp 


Phe 






35 










40 










45 








Phe 


Ser 


Ala 


Leu 


He 


Asp 


His 


Gin 


Lys 


Ser 


Gin 


He 


Leu 


His 


Pro 


Glu 




50 










55 










60 










Arg 


Leu 


Asp 


Gin 


He 


Gin 


Glu 


Tyr 


He 


Gin 


Ala 


Gly 


His 


Asn 


Val 


Val 


65 










70 










75 










80 


Leu 


Leu 


Ala 


Asn 


His 


Gin 


Thr 


Glu 


Ser 


Asp 


Pro 


Gin 


Leu 


Met 


Tyr 


Cys 










85 










90 










95 




Leu. 


Leu 


Glv 


Ala 


Ser 


His 


Pro 


Gin 


Leu 


Met 


Glu 


Ser 


Met 


He 


Phe 


Val 








100 










105 










110 






Ala 


Gly 


Asp 


Arg 


He 


Thr 


Ser 


Asp 


Pro 


Leu 


Ala 


Arg 


Pro 


Phe 


Ser 


Met 






115 










120 










125 








Glv 


Cys 


Asp 


Leu 


Leu 


Cvs 


He 


Tvr 


Ser 


Lys 


Arg 


His 


He 


Asn 


His 


Pro 




13 0 










135 










140 










Pr O 


Glu 


Leu 


Lys 


Glu 


Glu 


Lys 


Leu 


Met 


His 


Asn 


Gin 


Lys 


Ser 


Met 


Arg 


145 










150 










155 










160 


Thr 


Leu 


Lys 


Met 


Leu 


Leu 


Ser 


Glu 


Glv 


Glv 


Lvs 


Phe 


Phe 


Tyr 


Val 


Ala 










165 










170 










175 




Pro 


Ser 


Glv 


Glv 


Arg 


Asp 


Arg 


Lvs 


Asn 


Leu 


Gin 


Gly 


Glu 


Leu 


Tyr 


Pro 








180 










185 










190 






Ala 


Glu 


Phe 


His 


Pro 


Asp 


Ser 


Val 


Glu 


Met 


Phe 


Arg 


Leu 


Leu 


Ala 


Lys 






195 










200 










205 








Ser 


Ser 


Gly 


Lys 


Thr 


Thr 


His 


Phe 


Phe 


Pro 


Leu 


Ala 


Met 


Lys 


Thr 


Tyr 




210 










215 










220 










Asp 


lie 


Leu 


Pro 


Pro 


Pro 


Pro 


Thr 


He 


Glu 


GlU 


Ala 


He 


Gly 


Glu 


His 


225 










230 










235 










240 


Arg 


Val 


He 


Ser 


Phe 


Ala 


Pro 


Val 


Ala 


Phe 


Asn 


Phe 


Gly 


Asp 


Glu 


Leu 








245 










250 










255 




Leu 


Leu 


Asp 


Glu 


Leu 


Cys 


Ser 


Ser 


Glu 


Glu 


Ala 


Asp 


He 


Tyr 


Asp 


Lys 








260 










265 










270 






His 


Ala 


Leu 


Arg 


Ala 


Leu 


Arg 


Ala 


Ser 


Arg 


Ala 


Phe 


Ser 


He 


Val 


Thr 






275 










280 










285 








Asp 


Leu 


Tyr 


Lys 


Glu 


He 


Leu 


Thr 



















290 295 



(2) INFORMATIONS POUR LA SEQ ID NO : 57 8: 

(i) CARACTERI ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 7 69 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 568093 .. 57 03 9 9 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 578: 

Leu Leu Leu Cys He Pro Ser Phe Leu Thr Ala Cys Ser Lys Ser Phe 
15 10 15 

Gin Thr He Arg Asp Glu Asn Pro Leu Thr He Leu Thr Pro Ala Leu 
20 25 30 
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500 505 510 

Phe Ala Phe Ser Pro Gin Leu Thr Tyr Asp Gin Asn Ala He Thr Leu 

Tyr Thr Cys Glu Asp Ser Phe Tyr Thr He Pro Lys He Ala Met Glu 
530 535 540 



Leu Arg He Arg Ser Pro Gin He Gin Arg Thr Asp Val Arg Ser Leu 
Val Leu Arg Asp Leu Tyr Ser Leu Leu Ala Asn Glu Thr Leu He Lys 
Arg Tyr Asp Asp Ala Leu Lys Ala Gly Met Thr Phe Ala Val Ser Pro 
Oly Ala Thr lly Val Asp Leu Ser Leu Leu Gly Tyr Thr Glu Thr Ser 



Pro Val Leu He Asn Ala Leu Leu Ser Ser Leu Arg Asp Leu Pro Val 



600 



Glu 5" Ser Leu Phe Leu Tyr Tyr Lys Asp Gin Leu Ser Glu Gin Tyr 



615 



620 



Gin Lys Asn Leu He Ala Cys Pro He Arg Ala Gly Leu Asn Lys Leu 



630 



635 



640 



645 



650 



Tyr ser Gin He Leu Val Asp Thr Val Ser Leu Glu Xaa Lys Leu Asn 

Thr Leu Asn Thr Leu Ser Tyr Glu HI Phe Ala Asn Phe Thr Asn Lys 

fi75 680 685 

L eu Leu Gin Glu Leu Ala Val Glu Ser Leu Ala Leu Gly Thr Leu Ser 

Leu 

710 715 



Ala Gin Asp Leu Ser Asn Leu Leu Ser Thr Leu ler Asn Phe Ala Glu 
HI Ser Ser Pro Tyr III Ala Pro Ser Tyr Leu Ser Ser Lys £. Thr 



725 



Ser Leu Phe Tyr Lys Ala Phe Val Pro He Ser Ser Leu Trp Lys Leu 
Val cys cys lys Ser Asn Lys Thr Lys He Pro He Asn He Arg Thr 



755 



760 



Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 251 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 571269.-572021 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 579: 
Thr Gly Leu Arg Ser Leu Gly Asp Ser Ala He Leu Ser He Phe He 



Tyr Arg Ser Tyr Lg He Thr Met Ala Tyr Phe Asp Ser Arg Asn Tyr 
Val Phe ser Leu Phe lie He Ala Met Leu He Leu Leu Glu Ser Arg 
Pro lie lln Tyr Phe Ser Gin Arg Val Phe Ala Thr He Ala Lys He 



50 55 
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Gly 


Lys 


Gin 


Ser 


Pro 


Tin 

lie 


Cys 


Trp 


xrp 


±rp 


J.11-L 


He 


Met 


He 


Ala 


Ala 


65 


















75 










80 


Pro 


Leu 


Ser 


Ala 


O _> 






Lys 


Glu 


Ser 
90 


Glv 


Ala 


Met 


He 


He 
95 


Ala 


Ala 


Thr 


Leu 


Leu 
100 


Ser 


Lys 




it 11*=: 


J-Jf 1 


Lys 


Phe 


Ser 


Pro 


Ser 
110 


Pro 


Lvs 

J: 


Phe 


Cys 


Tyr 


Ala 


Thr 


jyiec 


Laiy 


Leu 


T .01 1 


Phe 


Ser 


Asn 


He 


Ser 


He 


Ser 




J. 1 o 










120 










125 








Gly 


Leu 


Thr 


Ser 


Ser 


irne 


Ser 


S er 






Leu 


Leu 


Thr 


He 


Leu 


Pro 


130 










135 










140 










Glu 


He 


Lys 


Trp 


Thr 


Asn 


Ser 


fllG 


116 


Tip 

lie 


Ser 


His 


Phe 


Cys 


Tro 


Lys 


145 






1 en 
1 J u 










155 










160 


Val 


He 


Leu 


Ala 


lie 


Leu 


val 


s er 


THt* 
J.11J- 




He 


Leu 


Phe 


Cys 


Leu 


Phe 








165 




















175 




Arg 


Lys 


Glu 


rue 


Lys 


Lys 




Pro 


Lys 


Thr 


He 


Pro 


Ser 


Thr 


Thr 


Met 




180 










185 










190 






Met 


Asn 


Asp 
195 


Arg 


Leu 


Pro 


Ser 


Trp 
200 


lie 


Tip 
lie 


rue 


He 


His 
205 


Val 


Val 


Leu 


Val 


Gly 


Cys 


Val 


He 


Leu 


Ser 


Arg 


Ala 


He 


Pro 


Leu 


Phe 


Leu 


Gly 


Phe 




210 








215 










220 










Leu 


Phe 


He 


Phe 


Tyr 


Leu 


Gly 


Phe 


Gin 


Arg 


Phe 


Thr 


He 


Phe 


Tyr 


Gin 


225 








230 










235 










240 


His 


Pro 


He 


Gin 


Asn 
245 


Ser 


Lys 


Ser 


Ser 


Val 
250 


Ser 













(2) INFORMATIONS POUR LA SEQ ID NO: 580: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 7 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 572519 572755 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 580: 



Gly 


Tyr 


Asn 


Ser 


Ala 


Gly 


Phe 


He 


Arg 


Ser 


Trp 


Asn 


Met 


Gin 


His 


Thr 


1 






5 










10 










15 




He 


Met 


Leu 


Ser 


Leu 


Glu 


Asn 


Asp 


Asn 


Asp 


Lys 


Leu 


Ala 


Ser 


Met 


Met 








20 










25 










30 






Asp 


Arg 


Val 


Val 


Ala 


Ala 


Ser 


Ser 


Ser 


He 


Leu 


Ser 


Ala 


Ser 


Lys 


Asp 


35 










40 










45 








Ser 


Glu 


Ser 


Asn 


Arg 


Gin 


Phe 


Thr 


He 


Ser 


Lys 


Ala 


Pro 


Asp 


Lys 


Glu 




50 








55 










60 










Ala 


Pro 


Cys 


Arg 


Val 


Ser 


Tyr 


Val 


Ala 


Ala 


Ser 


Ala 


Leu 


Ser 


Glu 





65 70 



(2) INFORMATIONS POUR LA SEQ ID NO : 581: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 63 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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evs Phe Phe Ser Phe Lys Ser 
»i» His Arg Leu Ser Ser Gin cys Pn 3Q 

S er Ser Ala His Arg 25 Ser 

Asn Arg Lys Thr Gly Phe ser Lys Ser Phe cys 

Lys Arg Asn Arg ^ ^ ^ Lys Ala 

Lys y P he Leu Glu . ^ ^ „ ^ ^ _ 

ef ~ ^ 7 I E L ~ X. ~ Ser Pro Arg A. * - 

Glu Thr Leu Ser Ser Arg a 9Q 

85 T „ e rlv val Ser Met Pro n 

t^i rlu LYS Lys Lys Giy vcix 

«■ f»0 ^ 

Leu s pto p„ 

II 5 val Ala Ala Leu Leu Leu « 

Trp Phe Lys Ala Asn Asn Ala Val 

130 ^ r . v " e cys Leu Thr Thr Arg Gin Leu ^ 

Arg Pro Ala Pro Thr Gly « 5 phe Ile 

IS val Met Pro Val oyr -g Arg Lys Ser 
Glu L eu Leu Gly Val Ser Arg 

(2) INFORMATIONS POUR LA SEQ ID : 583: 

i«\ TYPE: acide amine 

$ CONFIGURATION- lineaire 

(iii) HYPOTHETIQUE: oui 

Met Tyr Gly Ser Val Thr v 1Q q 

1 val Leu Thr Arg Lys Asn Phe Pro Arg Ser ^ 
Gln Giy Val Val Leu ^ ^ ^ Qly 

jv-ra His Val vai ^j-* 45 
He Lys Asn Leu Gly Arg ^ 45 ^ n- 

35 . TQ ,, giu Val Arg Ala Asp nib 

Val Thr Ala Asp Leu His Leu Glu V &Q 

50 pln |* r Al a Glu Glu Gin Glu Gly 

Olu Gin Lys Glu Leu Gin Ser Al 75 



70 

65 



(2) XNFORMATIONS POUR LA SEQ ID NO: 584: 

, • , CARACTERI STIQUES DE LA SEQUENCE : 

J SSuEUR: 81 acides amines 

v mvDi?. acide amine 

JS CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: complement ( 574923 .. 575243 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 586: 



Ser 


Cys 


Leu 


Ser 


Cys 


Gin 


Glu 


Val 


Phe 


Arg 


Cys 


Phe 


His 


Gly 


Arg 


Tyr 


1 






5 










10 










15 




Ser 


Cys 


Cys 


Ser 


Arg 


Arg 


His 


His 


Arg 


Glu 


Phe 


Gly 


Phe 


Val 


Arg 


Phe 






20 










25 










30 






Arg 


Gin 


Asp 


Cys 


Gly 


Ser 


Gly 


Gly 


His 


Asn 


Gly 


He 


Lys 


Asn 


Thr 


Thr 




35 










40 










45 








Gin 


He 


Leu 


Gin 


Ser 


Asn 


His 


Tyr 


Trp 


Gin 


Leu 


Arg 


Leu Gly Val 


Gly 




50 










55 










60 










Arg 


Pro 


Ser 


Tyr 


Pro 


Gly 


Ala 


Glu 


Gly 


Val 


Ala 


Asp 


Tyr 


Val 


Leu 


Ser 


65 










70 










75 










80 


Ser 


Phe 


Ser 


Leu 


Asn 


Glu 


Lys 


Glu 


Lys 


Leu 


Asn 


Asp 


Phe 


Leu 


Glu 


Lys 










85 










90 










95 




Gly 


He 


Glu 


Glu 


He 


Leu 


Pro 


Trp 


Leu 


Gly 


Cys 













100 105 



(2) INFORMATIONS POUR LA SEQ ID NO: 587: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 13 4 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 57 5057 .. 57 5458 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 587: 



Met 


Val 


Lys 


Leu 


Val 


Val 


Gly 


He 


Gly 


Asn 


Pro 


Gly Arg 


Gin 


Tyr 


Val 


1 






5 










10 










15 




Trp 


Thr 


Arg 


His 


Asn 


He 


Gly 


Phe 


Leu 


Leu 


Leu 


Asp 


Ser 


Leu 


Ala 


Ser 




20 










25 










30 






Arg 


Phe 


Leu 


Gly 


Ala 


Phe 


Arg 


Glu 


Ala 


Pro 


Arg 


Leu 


Tyr 


Ala 


Ser 


Phe 




35 










40 










45 








Ala 


Lys 
50 


Val 


Glu 


He 


Ser 


Ser 
55 


Glu 


Ala 


Val 


Val 


Leu 
60 


Met 


Lys 


Pro 


Thr 


Thr 


Tyr 


Val 


Asn 


Leu 


Thr 


Gly 


Lys 


Ala 


Val 


Leu 


Ala 


Ala 


Lys 


Lys 


Phe 


65 








70 










75 










80 


Phe 


Asp 


Val 


Ser 


Met 


Glu 


Asp 


He 


Leu 


Val 


Val 


Ala 


Asp 


Asp 


He 


He 








85 










90 










95 




Gly Asn 


Ser 


Val 


Leu 


Cys 


Val 


Phe 


Gly 


Lys 


He 


Val 


Ala 


Leu 


Val 


Gly 








100 










105 










110 






Thr 


Met 


Glu 
115 


Leu 


Arg 


He 


Pro 


Arg 
120 


Arg 


Phe 


Cys 


Asn 


Pro 
125 


He 


He 


He 


Gly Asn 


Tyr 


Val 


Leu 


Gly 
























130 































(2) INFORMATIONS POUR LA SEQ ID NO: 588: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 127 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE: oui 

~. — — - - ■ "JXT- « - 

Leu « L- cys s« W> «- - » f„ U ° ly J ». „ l8 

5 . ,t,i rp^v- Thr Tyr Asp vax xxc 

1 ti 0 rm Tyr His Val Tnr nu- jt 

r r. e - 1 - - « - ~ s- - - t 

;: z i «. - - ~ - - ~ ~ vsi lys " u : 

pro He Arg 5 pro 

50 rm Val Ha Arg cys He Arg Val Val cy y 

oly ser Leu Arg Gin Val 

65 Tie Val Pro Phe Leu Glu Leu Asp Val Gin ^ 

Lys Asp He Val P go Qly n . Arg 

ser Oin Thr Leu Lys Leu Ser Asp II. Cys . 

Val Thr Ser . Leu Lys Glu Val Ala Val Thr Val Ala Arg 

pro Val inr 12 o 
115 

(2) INFORMATIONS POUR LA SEQ ID NO: 589: 
m CARACTERISTIQUES DE LA SEQUENCE: 

J LONGUEUR- 474 acids, amines 

„ TYPE: acide amine 
J?, CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vlll) POSITION DM.S ,E on- 

Bet „ h. n. .i. - - »• «■ 5- ^ ri> Mu 

• _ TV,,- T hr Glu Val Val He Pro Leu y 

^ ^ cys ser He Gin Lys Leu Ser Tyr Phe 

L eu Pro Lys Glu Gin Asp Leu Cys 

50 n Glu Ala Thr Ala Phe Ser Tyr Phe ry ^ 

Phe Ala Gly Glu Gin Glu 

S. Lys val Thr Leu Phe Lys Leu Asp Thr Gin 

, Thr He Tyr Thr ser Asp Asp Ala Phe Arg Phe cys Ala 
Asn Ala Glu Thr ^ ^ Ile 

Phaser Ala Ala Ala Ala Ser Tyr Y 

115 n^r, His Thr Gly Leu Val Ala Gly Leu 

Val His Leu His Asp Trp His Thr y 14Q 
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bin 


b J.I1 


Pro 


Cys 


Ser 


pin 

bill 




bill 


Lys 
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(2) INFORMATIONS POUR LA SEQ ID NO : 59 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 208 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: complement { 578017 578640 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 590: 
Met Arg Val Ser Leu Pro Asn Phe Leu Thr Val Phe Arg Leu Phe He 
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10 15 



Pro lie Phe Met lie Leu Tyr Leu Lys Gly Arg Trp Phe Gly Leu 

Ser Ala Ala Phe Leu Pro Tyr Val Leu Leu Phe Leu Leu lie lie Thr 

Glu He Sr Asp Ala Val Asp Gly Tyr lie Ala Arg Lys Phe Ser Gin 

Val Thr Asp Leu Gly Lys Leu Leu Asp Pro Met Ala Asp Ser Val Tyr 

£g lie Ser Leu Tyr Leu Tnr Phe Thr Gin Pro Pro Val Asn Leu Pro 

L eu lie Leu Val Phe He Phe Leu Ala Arg Asp Ser Val lie Ser Thr 

L eu Arg Thr Leu cys Ala Ser Arg Gly Gin Val Leu Ala Ala Arg Met 

n T 115 t ail tvs Ala lie Leu Gin Ala lie Ser Phe Phe Phe He 
Ser Gly Lys Leu Lys Ala J-J.e ^« ^ 

,1. s« Met Ph. Leu W '» »« « Thr MP ?S 

Leu clu P« «- Mr £i «a II. V.1 s« Leu V,! M, Ph. Tyr ■« 

Ile cys s.r Gly Ol" 11= Trp V.1 Asn Lys s.r His - Leu 

G l„ Lys M S Ser «, «.t »U ser His «, clu VJ1 Tyr cys Leu 



195 



(2) INFORMATIONS POUR LA SEQ ID NO: 591: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 1003 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 579096 .. 582104 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 591: 

Met ser Ser Gin Pro Leu Thr Leu Gin Ala Met Met Ala Ala lie Leu 
Ln Phe Trp Ser Glu Gin Gly Cys lie lie His Gin Gly Tyr Asp Leu 
clu Val Gly aL Gly Thr Phe Asn Pro Ala Thr Phe Leu Gin Ser Leu 
Gly Pro Glu Pro Phe Arg Thr Ala Tyr He Glu Pro Ser Arg Arg Pro 
Gin asp Gly Arg Tyr Gly Gin His Pro Asn Arg Leu Gin Lys Tyr His 
£n Leu Gin Val He leu Lys Pro Val Pro Glu Asn Phe Leu Ser Leu 
^ Leu Glu Ser Leu Lys Val lie Gly Leu Asn Leu Val Asp His Asp 
lie Arg Phe Tl His Asp Asp Trp Glu Asn Pro Thr II. Gly Ala Trp 
Gly Leu Oil Trp Glu Val Trp Leu Asn Gly Met Glu lie Thr Gin Leu 



130 
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610 



615 



620 



Thr Asp Ser He Val Glu Gly Asn Glu Lys Ala Leu Ala Pro 
HI Leu Thr Asp Gly Asn Phe Leu Phe Lys Gin Asp Leu Leu Thr Pro 
L eu Ser Ser Phe Val Glu Lys Leu Ser Val Thr Tyr Phe Glu Ser 

L eu Gly ser Leu Ala Asp Lys Thr Ser Arg Leu Lys Leu His Leu Glu 



Glu Ala Tyr Ala Leu Leu Pro Leu Cys Ala Lys Glu Asp He Asp Thr 

695 /uu 



Ala lie His Tyr Cys Lys Ala Asp Leu Val Ser Ser Val Val Asn Glu 



710 * — — 

705 , „i TlD «=.»- riv Ara Tvr Tyr Leu Gin Asn Ala 

Phe Pro Glu Leu Gin Gly He Met Gly Arg ryr ±y 



Ser Leu Ser Arg S Ala Ala Leu Ala 111 Gly Glu His Leu Gin His 



730 



He Thr Leu c£ Ser Asn He ser Thr Thr Gly Ala Leu Leu Ser He 



745 



760 



Leu «p Arg He Asp Asn Leu Leu ser cy. Ph. lie Leu oly Leu Leu 



Pro Tnr ser ser HU Asp Pro Tyr Ala Leu »rj Arg Gin ser Leu Glu 



III Leu Thr Leu Leu Tyr Thr Thr Gin Ser ser Val Asp He Glu Asp 



795 



Leu Phe Al. Arg Leu He Arg His phe Pro ser Ser II. Pro Asn Thr 



810 



Val Trp ser III Glu Glu Val Leu Ser I*, Asn Thr Phe Val Trp 



825 



840 



Oly Arg Leu Arg Thr He Leu Ser ser Leu Gly Phe As P Lys Glu He 

855 



H. ™ Thr va! Leu Thr Asp Asn Cys Pro Lys Asn Pro Leu Thr II. 



Ill Gin S.r A!a Gin Ser He .In Olu Leu Lys Asn Thr Oln lie Leu 

L ys Thr He Ala Ala Thr His Asn Arg Leu Lys Lys He Leu Ala Ser 
L eu ser Phe Ser Val Thr Glu Gin Met Phe Ser Leu Gin ser Ala Glu 
ASP Leu III Phe Lys Gin Ala Leu Asp Arg Phe Val Glu Glu Thr Thr 



935 



Ala "eu Pro II. ser ser Lys Asp Tyr Leu His Leu Leu Lys olu Leu 



IS Gin ser Thr Glu III Phe Leu Asp ser Val Arg Val Ala Ser Asp 
Asp Olu ser Thr Arg Asn oln Arg II. Ala Leu Leu lie Ala Al. oln 



980 985 



Lys Cys Phe Gly Phe Tyr Ala Trp Asp Val Leu 
* 995 1000 



(2) INFORMATIONS POUR LA SEQ ID NO : 5 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 164 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: complement ( 582206 582697 ) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 592: 
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(2) INFORMATIONS POUR LA SEQ ID NO: 593: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 104 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement ( 582811 .. 583 122 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 593: 

Asn He Ser Ser Leu Val Leu Asn Leu Leu Gly Phe Met Arg Ser Leu 

15 10 15 

His Phe Leu Leu Thr Ala Phe Thr Phe Ser Leu Phe Cys Gly Ala Ala 

20 25 30 

Leu Thr Ala Ser Ser Pro Lys Thr Leu Ser Phe Val Ala Ala Glu Ala 

35 40 45 

Ala Gly Val Gly Ala Ala Arg Pro Ser Ser Val Ala Ser Leu Leu Asp 

50 55 60 

Ser Ala His Glu Val Ala Lys Ser Ala Gly Val Gly Tyr Gly Ser Ala 
65 70 75 80 

Tyr He Leu Asn Glu Leu Gin Asn Leu Gin Ser Gin Glu Leu Glu Gly 

85 90 95 

Leu Leu Ala Ser Gin Glu Asn He 
100 
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(2) INFORMATIONS POUR LA SEQ ID NO : 594 : 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 111 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vill) POSITION DANS LE GENOME; complement ,583182 .. 583514, 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 594, 
ser s.r II. Ph. L.u « Lys « Ph. II. V! Ala W ,1, 

i„ Ph. val Mat Ala M.t Asn His Tyr Asn Asp «, Gin Thr L.u Pro 
S.r M.t Asp S» - ««t ser Leu «1 V.l Gly Thr «« M. M.t Thr 
L .u L.u Val A!, «, Aro Met Asn mr Glu L.u Met Ar g Asp lie Val 
V,! Sn ser He Gin Lys L.u L.u W W T «> « ST 

S, Lys Leu cys His Thr Gly Lys Gly Leu Asp ser L.u Gin Glu 

Tyr val Ar S L.u ser Gly Glu Ar g Val Lys v.l s.r Leu VJ1 S.r 

100 

(2) INFORMATIONS POUR LA SEQ ID NO: 595: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 144 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vlll) POSITION DANS LE GENOME : co»pl.».»t ,583438 .. 583869, 
,xi> DESCRIPTION DE LA SEQUENCE : SEQ ID NO; 595, 
X,, His ser Tyr Glu Gin Phe Thr Pro Arg Glu Lys Ala Ar B val lie 
G1 „ Glu val lie Gin Gin val Ar S cys Trp Gly Ser Pro II. Thr ,1. 
His Glu Tyr Leu Ar g Gin Leu ;U Ser Leu V.l Lys val Pro Glu Pro 
,1a V.1 L.u ser Tyr L.u s.r s.r II. Thr ser Ala Ala Glu Asp Lys 
Gly Lys Lys Va! s.r Ala Lys Glu Pro S.r s.r olu s.r Glu Gin Thr 
f.r Thr Glu Gly Lys ». S.r Lys Lys II. s.r Pro Ar g M.t lie L.u 
Glu Ala Asp V,! fie A« cys Leu Leu Ph. Xaa Lys Pro Glu Asp Glu 
100 
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Phe Val Pro Ala Thr Val Lys Gin Tyr Leu Ser Pro Glu Glu Phe His 

115 120 125 

Cys Gly Arg lie Ser Ser Tyr lie Cys Tyr Gly Tyr Glu Ser Leu Gin 
130 135 140 



(2) INFORMATIONS POUR LA SEQ ID NO: 596: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 203 acides amines 

(B) TYPE: acide amind 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 583 827 .. 58443 5 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 596: 
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130 










135 










140 










Gly 


He 


Thr 


Ala 


He 


Val 


Cys 


Arg 


Leu 


Pro 


Ser 


Gly 


Gin 


Asp 


Pro 


Asp 


145 










150 










155 










160 


Ser 


Phe 


Leu 


Met 


Gin 
165 


Arg 


Gly 


Pro 


Glu 


Glu 
170 


Leu 


Arg 


Glu 


Leu 


Leu 
175 


Asp 


Arg 


Gly 


Glu 


Asp 


Tyr 


Leu 


Ser 


Phe 


Leu 


Val 


Trp 


His 


Lys 


Xaa 


He 


Leu 






180 










185 










190 






Met 


Asn 


Ser 
195 


Leu 


Leu 


Gin 


Glu 


Lys 
200 


Lys 


Leu 


Glu 













(2) INFORMATIONS POUR LA SEQ ID NO: 597: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 223 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 58429 9 .. 5849 67 ) 
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(2) INFORMATIONS POUR LA SEQ ID NO: 599: 

(i) C ARACTER ISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 457 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 585240 .. 586610 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 599: 
Glu Pro Val Pro Leu Leu Arg lie Lys Asn Phe Phe Asp His Ala lie 
Leu Asp Lys Ala Met Thr His Lys Leu Thr Pro Met Met Gin Gin Trp 
His Gin cys Lys Glu Gin Ala Gly Asp cys Leu Leu Leu Phe Arg Leu 
Oly Glu Phe Tyr Glu Ala Phe Phe Asp Asp Ala Leu He Leu Ala Gin 
Asn Leu Asp He Thr Leu Thr Gin Arg Gin Asn Val Pro Met Ser Gly 
fie Pro Ala Thr cys leu Asp Gly Tyr Val Asp Arg Leu Val Ser Arg 
Oly Phe Lys Val Ala He Ala Glu Gin Ala Asp Asn Thr Glu Gly Ser 
Lys oly Leu Va°i Pro Arg Thr lie Asn Arg Leu He Thr Pro Gly Ala 
L eu Leu Ser ser Ser Leu Leu Pro Glu Lys Ala Asn Asn Tyr Val Leu 
Aia He Asn Gin Val Gly Ser Leu Tyr Gly Leu Ser cys Leu Asp Leu 
Ser lie Gly Thr Phe III Val Ala Glu Tyr Asp Asn Thr Lys Asp Leu 
He Glu Ala He Cys Arg Leu Ala Pro- Thr Glu Leu Leu Ser His Ala 
Lys Phe Tyr Gin Lys Asn Ala Ala Val He Lys Gin Leu Gin Gin His 
Leu Arg He- Thr Leu Ser Glu Tyr Val Ser Trp Ala Phe Glu Tyr Gin 
ser III Thr Lys Lys Leu Tyr Thr Cys Phe Gin Val Ser Ser Leu Asp 
III Phe Gly Leu Gin £y -u Val Pro Ala He Asn Ala Ala Gly Ala 
Leu Leu ser Tyr He Gin Asp Lys Leu Leu Leu Pro lie Ser His Leu 
ser lie Pro lys He Tyr Gly Gin Gin Lys His Leu Leu He Asp Lys 
Ala ser III Thr Asn Leu Glu Leu Leu Ser Pro lie His Gly Glu His 
Oly lys Gly ser Leu Leu III Val Met Glu Arg Thr Ser Thr Pro Met 
o°iy Gly Arg Leu Leu Arg Asn Thr Leu He Asn Pro Phe Tyr Asp Leu 
Lys Glu He Thr III Arg Gin Asp Ser Val Glu Phe Phe Leu Gin Gin 
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340 










345 










350 






Glu 


Asp 


Leu 


Arg 


Lys 


He 


Leu 


Lys 


Arg 


Gin 


Leu 


Ser 


Cys 


Val 


Arg 


Asp 






355 










360 










365 








Leu 


Glu 


Arg 


Leu 


Ala 


Thr 


Lys 


He 


Ser 


Thr 


Ser 


Leu 


Ala 


Thr 


Pro 


Lys 




370 










375 










380 










Asp 


He 


Gly 


Thr 


Leu 


Arg 


Asp 


Ser 


Leu 


Leu 


Ser 


Cys 


Thr 


His 


He 


Ala 


385 










390 










395 










400 


Asn 


Asn 


Leu 


Gin 


Asn 


Cys 


Ala 


Leu 


Pro 


Glu 


Phe 


Leu 


Glu 


Asn 


Lys 


Phe 










405 










410 










415 




Leu 


He 


Ala 


Pro 


Pro 


Leu 


Cys 


Ser 


Leu 


He 


Lys 


Thr 


Leu 


Ser 


Thr 


Glu 








420 










425 










430 






Leu 


He 


Gin 


Glu 


Leu 


Pro 


Leu 


Lys 


Val 


Ser 


Glu 


Gly 


He 


Phe 


Ser 


Gin 






435 










440 










445 








Thr 


Thr 


He 


He 


Gin 


He 


Phe 


Tyr 


Asp 

















450 455 



(2) INFORMATIONS POUR LA SEQ ID NO : 60 0: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 425 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 58 6484.-587758 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 600: 



Val 


Phe 


Asp 


Cys 


Ser 


Pro 


Ser 


Met 


Leu 


Ser 


His 


Lys 


Asn 


Val 


He 


Asp 


1 








5 










10 










15 




Arg 


Ala 


Tyr 


Pro 


Arg 


Thr 


Ser 


Phe 


Lys 


Ser 


Val 


Arg 


Arg 


Asn 


He 


Phe 








20 










25 










30 






Ala 


Asn 


His 


Tyr 


His 


Pro 


Asp 


Leu 


Leu 


Arg 


Leu 


Arg 


Asn 


He 


Lys 


Glu 






35 










40 










45 








Asn 


Ser 


Lys 


Ser 


Trp 


He 


Leu 


Glu 


Tyr 


Gin 


Glu 


Arg 


He 


Arg 


Asn 


Glu 




50 










55 










60 










Thr 


Gly 


He 


Lys 


Lys 


Leu 


Lys 


Val 


Cys 


Tyr 


Ala 


Gin 


Ala 


Leu 


Gly 


Tyr 


65 










70 










75 










80 


Tyr 


He 


Glu 


Val 


Ala 


Ser 


Asn 


Leu 


Ala 


Pro 


Gin 


Leu 


Pro 


Lys 


Glu 


Phe 








85 










90 










95 




He 


Arg 


Arg 


Gin 


Ser 


Arg 


Leu 


His 


Ala 


Glu 


Arg 


Phe 


Thr 


Thr 


Gin 


Glu 








100 










105 










110 






Leu 


Gin 


Gin 


Phe 


Gin 


Asp 


Glu 


Val 


Phe 


Ser 


Val 


Glu 


Asp 


Lys 


Leu 


Gin 






115 










120 










125 








Thr 


Leu 


Glu 


Thr 


Lys 


Leu 


Phe 


Lys 


Glu 


Leu 


Cys 


Phe 


Tyr 


He 


Val 


Glu 




130 










135 










140 










His 


Arg 


Asp 


Leu 


He 


Leu 


Lys 


Leu 


Ser 


Thr 


Ala 


Val 


Ala 


Asp 


Leu 


Asp 


145 










150 










155 










160 


Tyr 


Val 


Val 


Ser 


Leu 


Ala 


Glu 


Leu 


Ala 


Ala 


Glu 


Tyr 


Asp 


Tyr 


Arg 


Arg 








165 










170 










175 




Pro 


Leu 


Val 


Asp 


His 


Ser 


Asp 


Ala 


Leu 


Ser 


He 


Thr 


Lys 


Gly Met 


His 








180 










185 










190 






Pro 


Val 


Ala 


Leu 


Thr 


Leu 


Leu 


Asp 


Lys 


Gly 


Thr 


Phe 


He 


Pro 


Asn 


Asp 






195 










200 










205 








Thr 


Val 


Met 


His 


Ser 


Ala 


Gin 


Thr 


Arg 


Met 


He 


Leu 


Leu 


Thr 


Gly 


Pro 



210 215 220 
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135 140 
L.u Slu V.l H. Ser L.u Trp Ph. Pro L.u «. * <*• « — *» 

JS Phe s.r Thr «. Sn Ar a P~ cy= «J «-» «■ «» « ™ 

i 65 v „i riv Leu cys Ser Gin Thr Olu Tyr Gin Glu 
Cys Leu Ala Pro Cys Val Gly Leu oys a ^ Q 

T 18 ° n, Tie Leu Phe Leu Lys Gly Asp Val Arg Ser Thr 
Thr Leu Asp Lys Ala lie Leu pne u y ^ 

XXe S.r £ Leu OXU Lys 1. - «- W « - «» G1 " ^ 

Phe S£ hi. i. m. »• « ^ »» ss ™ " u 118 Rr9 °« 

Sr M.t Ala Lys «B "is 01« Lys Ph. «= * «P »"> 
v.l Leu Gly Leu £ «. Lys «» » *1» XL Val - val Leu 

Ser V.! V ~ «y «. « « «" W " 0 

olu Ash a" «n Glu Asp s.r «. L.u Phe Pro ser Ph. .1. ~ - 

w £ Ala Glu Asn Pro « II. P~ «*. «« «• «» V " "» *i 

305 „ T..u Pro Tyr Leu Leu Asn Thr Ala Glu Pro 

ser Leu Asp ser Pro Glu Leu Pro ryr ^ J35 

MO Lys lie Aro S. Pro Lys Thr Glu Tyr cly Lys Glu Leu Leu ,1a 
Leu Ma His Lys Asn ,1a Al, Glu Gl„ ,1. Lys Pro Ph. Asn ser XI. 
« P„ Pro Tyr Glu Glu L.u Glu His Ph. Phe » « - Gin Tyr 
Pro S «, ..e Glu cys Tyr Asp A.n ,1. His Leu Gl» Gly Glu Hi. 
As» val Gly V.1 cys fie Val Ph. Glu Asn Asp L,u Ph. Ser Pro Lys 
Gl„ Tyr Aro Thr iS s.r xle Thr ser His Gly Asp Asp Leu Ala Ala 
Ph. Glu Glu Val Leu Thr Ar fl *J Phe Ar g ser Leu Thr Thr Glu Leu 
„o Asn til ... val ... Asp Gly Gly Ar g Asn Gin Ph. Lys Ar a Al, 

450 455 T n1vr He Thr Val Val Thr 

Gin Arg Ha Leu Glu Glu Leu Asn Leu Thr Gly He Thr ^ 

JS Ala Lys Glu Ser G ? ly Asn His Ser Lys Ser Cys Ala Lys Lys Ser 

^ Phe Val Lys Leu Ser Pro Lys Glu Ser Phe Phe Xle Pro His Pro 

l°° Phe ser Tyr Tyr Glu Met Lys Pro Thr Val Ser 

Gin Phe Phe Ser Ser Phe Ser Tyr ^ 

Arg Phe Asn Thr He Val Lys Asn Met Gin Lys Gin Cys 



(2) INFORMATIONS POUR LA SEQ ID NO: 6 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 127 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 589198 589 578 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 602: 



GlU 


Phe 


Asn 


Arg 


Asp 


Tyr 


Arg 


Ser 


Asn 


His 


Arg 


Gin 


Gly 


He 


Trp 


Gin 


1 








5 










10 










15 




Ser 


Gin 


Gin 


Lys 


Leu 


Arg 


Gin 


Glu 


Lys 


Leu 


Phe 


Cys 


Glu 


Thr 


Phe 


Pro 








20 










25 










30 






Gin 


Gly 


He 


Leu 


Leu 


His 


Pro 


Thr 


Ser 


Ala 


He 


Leu 


Gin 


Phe 


Phe 


Gin 




35 










40 










45 








Leu 


Leu 


Arg 


Asp 


Glu 


Ala 


His 


Arg 


Phe 


Ala 


He 


Gin 


His 


Tyr 


Arg 


Lys 




50 










55 










60 










Lys 


His 


Ala 


Lys 


Ala 


Val 


Leu 


Thr 


Thr 


Lys 


Lys 


He 


Pro 


Gly 


He 


Gly 


65 










70 










75 










80 


GlU 


Val 


Lys 


Thr 


Lys 


Arg 


Leu 


Leu 


Gin 


Lys 


Phe 


Lys 


Ser 


Trp 


Lys 


Arg 










85 










90 










95 




Val 


Phe 


He 


Ala 


Ser 


GlU 


Glu 


GlU 


Leu 


Lys 


Thr 


Val 


Gin 


Gly 


He 


Thr 








100 










105 










110 






Ala 


Lys 


Asp 


He 


Gin 


Arg 


He 


Gin 


Glu 


Glu 


Gly Ala 


Lys 


Pro 


Glu 








115 










120 










125 









(2) INFORMATIONS POUR LA SEQ ID NO: 603: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 144 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 589 63 0 59 00 61 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 603: 



Ser 


Arg 


Tyr 


Arg 


Asp 


Pro 


Cys 


Asp 


Ser 


Ser 


Asp 


His 


Cys 


Ser 


Leu 


Leu 


1 








5 










10 










15 




Ser 


Lys 


Asn 


Arg 
20 


Trp 


Gly 


Phe 


He 


He 
25 


Arg 


Xaa 


Arg 


He 


Ser 
30 


Leu 


Thr 


Arg 


Phe 


Leu 
35 


Asp 


Ala 


He 


Ser 


Lys 
40 


Xaa 


Xaa 


Lys 


Gly 


He 
45 


Tyr 


Val 


Glu 


Gin 


Asp 
50 


Ser 


Lys 


Asn 


Ser 


Leu 
55 


Val 


Lys 


Val 


Arg 


Val 
60 


Glu 


Val 


Asn 


Val 


Asp 


Tyr 


Gly 


Val 


Ser 


He 


Pro 


Glu 


Lys 


Thr 


Glu 


Glu 


He 


Gin 


Gly Cys 


65 










70 










75 










80 


He 


Val 


Ser 


Glu 


He 
85 


Ser 


Glu 


Tyr 


Thr 


Gly 
90 


Leu 


His 


Val 


Ala 


Ala 
95 


Val 


His 


Val 


Val 


Val 
100 


Lys 


Gly 


Leu 


Thr 


His 
105 


Pro 


Lys 


Ala 


Lys 


Asp 
110 


Glu 


Glu 


Val 


Pro 


Ala 
115 


He 


Glu 


Val 


He 


Glu 
120 


Glu 


Pro 


Cys 


Leu 


Glu 
125 


Glu 


Phe 


Ser 


Ser 


Ala 
130 


Glu 


Glu 


Tyr 


Leu 


Glu 
135 


Glu 


Val 


Ser 


Val 


He 
140 


Gin 


Thr 


Glu 


Glu 
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L eu Arg Val Val Pro Ser Arg His Ser Asn Thr Ser Lys Val Cly Ha 
Tnr Val Ser Lys Lys Phe cly Lys Ala His Gin Arg Asn Arg Phe Lys 
Arg He Val Arg Glu Ala IL Arg His Val Arg Pro Asn Leu Pro Cly 
Gin val Val He Ser Pro Arg Oly Asn ser Gin Pro Asp Phe Leu 

Lys Leu ser Glu Glu Leu Leu Gin Arg He Pro Glu Ala Leu Pro Leu 

100 1Ub 



Ala Ser Ser Ser Arg Cys 
115 

(2) INFORMATIONS POUR LA SEQ ID NO: 606: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 9 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

( viii) POSITION DANS LE GENOME : complement (592849 .. 593145) 
{xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 606: 

Ala Val Thr His Phe Thr Val Ala Leu lie Glu Phe Gin Glu Leu Ala 
lys Arg Ser Gin Gly Gin Ser His Val Asn Val Ala Glu Val He Ala 
Pro Leu Ala o°lu Tyr Leu Thr Gin Phe Gly Glu Gin Asp Lys Glu Asn 
Gin Trp Arg Leu Glu Met He fie Ser Gin Tyr Tyr Leu Asp Ala Gly 
L eu Pro Asn Ser Ala Leu Glu His Ala Lys lie Ala Phe Glu Ser Ala 

llo Gin Asp He Gin Ser Ser He Ser Arg Ser Leu Val His lie Glu 

85 90 

His Gin Ser 



(2) INFORMATIONS POUR LA SEQ ID NO : 607: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 260 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

lvi ii) POSITION DANS LE GENOME: complement ( 593121 593900) 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 607: 

Glu Phe Met Ser Ser Leu Arg He Ala Arg Ser Cys Ser Phe Lys Gin 
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1 

Lys Thr Leu Leu 
20 

Val Cys Ala Thr 
35 

Tyr Gin Glu Ala 
50 

Leu Phe Phe Ser 
65 

Asp Glu Val Leu 

Phe Val Cys Val 
100 

Pro Leu lie Asn 
115 

Asn Thr Phe Pro 
130 

Tyr Lys He Glu 
145 

Ser Leu Cys Arg 

Pro Leu He Pro 
180 

Leu Ala Glu Glu 
195 

Gin Gly Val Leu 
210 

Gin Leu Val Glu 
225 

Lys Asn Arg Leu 

Ser Gin Trp Leu 
260 



5 

Ala Ala Leu Val 

Pro Ser Asn Ser 
40 

Arg Asp Glu Ser 
55 

Gly Ser Asp Trp 
70 

Ser Ser Ser Asp 
85 

Val Val Asp Phe 

Glu Gin Asn Glu 
120 

Ser Leu Val Leu 
135 

Ser Phe Gly Asn 
150 

Val He Ala Asn 
165 

Thr Leu Ser Ser 

Leu Ser Arg Lys 
200 

Cys Asp Asp Ser 
215 

Ala Gly Arg Met 
230 

Leu Glu Leu Asp 
245 



10 

Phe Phe Gly Leu 
25 

Arg Glu He Ala 

Arg Glu Lys Asp 
60 

Asn Gly Ser Cys 
75 

Phe He Ser Ala 
90 

Pro Arg His Thr 
105 

Asp Leu Lys Asn 

Leu Ser Pro Glu 
140 

Glu Asn Gly Ser 
155 

Asp Gin Glu Leu 
170 

Val Ala Leu Arg 
185 

Asp Phe Met Ala 

Phe Phe Leu Ser 
220 

Asp Ser Glu Glu 
235 

Pro Glu Asn Glu 
250 



15 

Gly Ala Ser Gin 
30 

Trp Tyr Val Asp 
45 

Leu Pro Met Leu 

Met Lys He Arg 
80 

Val Ala Asp Gin 
95 

Glu Leu Arg Asp 
110 

Arg Leu Tyr Val 
125 

Glu Arg Ala He 

Asn Leu Gly Glu 
160 

Glu Gin Val Phe 
175 

Lys Tyr Tyr Gin 
190 

Thr Ala Leu Glu 
205 

Glu Lys Phe Arg 

Cys Arg Ala Val 
240 

Gin Ser Arg He 
255 



(2) INFORMATIONS POUR LA SEQ ID NO: 608: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 481 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 594195 595637 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 608: 

Met Asn Thr Ala He Asp Leu Phe Leu Tyr Asn Thr Leu Ser Arg Glu 

15 10 15 

Lys Glu Arg Phe Leu Pro Val Asn Asp Pro Val Lys Leu Tyr Thr Cys 

20 25 30 

Gly Pro Thr Val Tyr Asp Tyr Ala His He Gly Asn Phe Arg Thr Tyr 

35 40 45 

He Phe Glu Asp Leu Leu Lys Arg Val Leu Leu Phe Leu Gly Tyr Ser 

50 55 60 

Val Tyr His Val Met Asn He Thr Asp Val Asp Asp Lys Thr Leu Ala 
65 70 75 80 
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tvs Lvs Gly cys ser Leu olu Lys Tyr Cys Gin Pro Tyr 
Gly Ala Arg Lys Lys csiy »b 

85 T om Thr Leu His He Leu Lys Ala 

Ile His Ala Phe Phe Ala Asp Leu Glu Thr Leu ^ 

100 - * na Thr His Tyr He Pro Gin Met He Glu Ala 

*™ Ala Tvr Pro His Ala Thr his xy 5 

: s - - - - s ~ - - s; - - - r 

« us ^ ~ - «. ~ - - p - is - Gly "» 
ju « » « - s: - « » ~ - « - - & 7 

i , „ s - - - a - ~ - - s r. 

180 , ^n,, Tie Phe Trp Glu Ser Pro Phe Gly Lys 

Asp Pro Asp Arg Asp Gly Glu lie Phe T P 2Q5 

195 . IZ cvs ser He Met Ser Met Ser Leu 

Gly Arg Pro Gly Trp Hxs Leu Glu Cys ^ 

910 ■ ,i = riv Glv Val Asp Asn He tne 

Te u gIv Gin ser Leu Asp He His Ala Gly Gly 240 

i - s^"-- - - * a 

ro Pte Val „ £ « « - - - "» « Si ~ 1 

260 TM civ Asn Phe Phe Thr Leu Arg Asp Leu 

Lys Lys Met Ser Lys Ser Leu Gly Asn ^ 

275 „ qar civ Glu Glu Val Arg Tyr Leu Leu Leu Gin 

Le u Asp Gin Gly Phe Ser Gly Glu ^ 

Gly His Tyr Arg Thr Gin Leu Asn Phe Thr Gin Glu Gly Leu > 

l^iy no. 31 q J A Leu GlU 

305 TD „ tvs Arg Leu Arg Asp Phe He cys Arg ^ 

Ser Arg Gin Ser Leu Lys Arg u 33b 

325 Tno T i e His Pro Glu Val Ala Thr Ala 

Asp Pro Ser Tyr Pro Asp Asp He He Hxs ^ 

34° «, rtl Thr ser Leu Thr Asn Asp Leu 

cys Gin Ser Phe Leu Glu Thr Phe He Thr ^ 

355 , I™ Phe A sp Phe He Arg Lys He 

*«n He Ser Ser Ser Leu Ala Ala Leu Phe a p 

A \l0 375 , T , e G m Thr Glu Thr Asp Ser 

Asn ser Ser He Asp Gin His Thr Gly He Gin Thr ^ 
T£ 390 Gin His Leu Ala Leu Leu Arg 

ser Val Phe Ser Lys Gin Asp Ala Gin Hxs 415 

405 *± n p>ie ser G ln Pro Asp He 

Lys Il« »P Gl» V,! «u «Y VI — "> — 430 

420 „ i Jiu Gin U9 <=lu M» Rla ra y 

Pro Glu Glu VI W» I-» » V.1 Glu 5 

»x ws « «. - in « mu " 9 is oiu ; 



465 
Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 609: 

M) CARACTER1STIQUES DE LA SEQUENCE : 
A) LONGUEUR: 161 acid- amxnes 



(A) 
(B) 



TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
( i i i ) H YPOTHET I QUE : ou i 

(viii) POSITION DANS LE GENOME : complement ( 595640 59 6122 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 609: 



Asn 


Phe 


Arg 


Asn 


Thr 


Asn 


He 


Ser 


Pro 


Glu 


Lys 


Thr 


Tyr 


Val 


His 


Ala 


1 






5 










10 










15 




Ser 


Arg 


Gly 


Glu 


Leu 


He 


Ala 


Leu 


Leu 


Phe Asp" Glu 


Leu 


Val 


Cys 


Asp 








20 










25 










30 






Lys 


Leu 


He 


Ala 


Pro 


His 


His 


He 


Thr 


Asp 


His 


Pro 


Leu 


Glu 


Thr 


Thr 




35 










40 










45 








Pro 


Leu 


Cys 


Lys 


Thr 


Leu 


Arg 


Ser 


Gly 


Asp 


Glu 


Thr 


Leu 


Val 


Glu 


Arg 




50 










55 










60 










Phe 


Glu 


Ser 


Phe 


Cys 


Leu 


Gly 


Lys 


Glu 


Leu 


Cys 


Asn 


Ala 


Tyr 


Ser 


Glu 


65 










70 










75 










80 


Leu 


Asn 


Asp 


Pro 


Leu 


Gin 


Gin 


Arg 


Lys 


Leu 


Leu 


Glu 


Glu 


Gin 


Met 


Arg 








85 










90 










95 




Lys 


Lys 


Ala 


Leu 


Asn 


Pro 


Asp 


Ser 


Glu 


Tyr 


His 


Pro 


He 


Asp 


Glu 


Glu 




100 










105 










110 






Phe 


Leu 


Glu 


Ala 


Leu 


Cys 


Gin 


Gly 


Met 


Pro 


Pro 


Ala 


Gly 


Gly 


Phe 


Gly 






115 










120 










125 








He 


Gly 


He 


Asp 


Arg 


Leu 


Val 


Met 


Met 


Leu 


Thr 


Asp 


Ala 


Ala 


Ser 


He 




130 










135 










140 










Arg 


Asp 


Val 


Leu 


Phe 


Phe 


Pro 


Val 


Met 


Arg 


Arg 


He 


Glu 


Ala 


Lys 


Lys 



145 150 155 160 

Asp 



(2) INFORMATIONS POUR LA SEQ ID NO: 610: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 237 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (59 6154 59 68 64) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 610: 



Glu 


He 


Ala 


Lys 


Pro 


Phe 


Arg 


Lys 


Glu 


Thr 


Pro 


Lys 


Val 


Arg 


Phe 


Ala 


1 






5 










10 










15 




Gly 


Arg 


Leu 


Val 


Leu 


Phe 


Arg 


Ser 


Met 


Gly 


Lys 


Asn 


Ala 


Phe 


Gly 


Gin 




20 










25 










30 






He 


Leu 


Asp 
35 


Asn 


Asp 


Ala 


Lys 


He 
40 


Gin 


Val 


Met 


Phe 


Asn 
45 


Arg 


Asp 


Phe 


Ser 


Ala 
50 


Val 


Ala 


Gly 


Leu 


Ala 
55 


Ala 


Asp 


Ala 


Gly 


He 
60 


Ser 


Pro 


He 


Lys 


Phe 


He 


Glu 


Lys 


Lys 


Leu 


Asp 


Leu 


Gly 


Asp 


He 


Leu 


Gly 


Leu 


Glu 


Gly 


65 








70 










75 










80 


Tyr 


Leu 


Phe 


Phe 


Thr 


His 


Ser 


Gly Glu 


Leu 


Thr 


Val 


Leu 


Val 


Glu 


Thr 








85 










90 










95 
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Tle ser Leu Pro Asp Lys His Ala 
TQ „ rvs Lys Ser Leu He Ser ^ 1Q 
Val Thr Leu Leu Cys uy g LeU 

Gly Leu Ala Asp uy Arg Ile 

i l r Glu Asp Val Arg Lys Thr Phe Leu Thr 
He Ser Ser Glu Asp 14 Qlu Val 

130 _ ln ^ M et Asp Gin Gin Ser r 6Q 

L eu Lys Leu He Arg Qlu Tyr 15 s ^ Thr pro 

145 , Toll Gln Thr val Tyr Gly Gly ax 

170 L£U Arg Ile 

r 7 n nn GlY Leu His Ala Glu we 

«■ ~ fso ~ LVS J£ Lm TO1 Giy «v - =« Mg 

s „ «« ii. »» ws 35 

195 phe Arg Asn Glu Gly 

val v «u «y w *g »• Mot 

Hl « 2 Z «• - - So II - G - 

225 



t TYPE: acide amine 
{S CONFIGURATION: lineage 

HYPOTHETIQUE: oui 

1 , ,r=i Teu Arg Val Arg Arg Arg » 30 

T : E rp Met ser Tyr 5. ~ - - ~ ^ ~ - 

^ Gly lie His T P g ^ Trp ^ 

Gln Glu Sy Lys His Val Ala Val Phe ^eu Gln Thr Ala Ala Phe 

50 Met Arg Met Gln Asp Gin lie Leu Gln T 8Q 

He Trp cys Met Arg * 75 Asp phe Pro 

65 T „ c rln Tyr Leu cys Met Val ^ 95 

s « „» MP «» 90 Kg His L .» 

m„ Gln Thr Ala Glu Gln Lys ui 110 

105 ^ phe Le u Asp 

Lys ser L eu Tyr Ser Val Asp Gly 125 ^ 

ser G lu i£ Xaa Glu Val Ala Lys Met Gly ». «« 

Gly hIs Met Phe He MP 
145 

(2) INFORMATIONS POUR LA SEQ ID «0: 612: 
(i) CAKACTEHISTIQUES DE LA SEQUENCE : 
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(A) LONGUEUR: 7 62 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lin£aire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 598524 600809 

(Xi) DESCRIPTION DE LA SEQUENCE ; SEQ ID NO: 612: 

Lys Arg Phe Ser lie Lys Lys Arg Phe Met Asp Pro Thr His Gin Pro 

15 10 15 

Phe Arg Leu Tyr Ala Glu Val lie Val Asn Ala Asn lie Asn Lys lie 

20 25 30 

Leu Asp Tyr Gly lie Pro Ala Glu Leu Glu Asn Leu Val Thr Val Gly 

35 40 45 

Ser Val Val Lys Val Pro Leu Gin Arg Lys Leu Thr Asn Asp Lys Tyr 

50 55 60 

Lys lie Ala lie Val Leu Lys He Lys Ser Ser Ser Asp Phe Val His 
65 70 75 80 

Val He Gin Pro He Leu Asp He Ser Tyr Glu Gly He Thr Leu Pro 

85 90 95 

Gin Asp Leu He Asp Leu He Phe Trp He Ser Gin Tyr Tyr Phe Cys 

100 105 HO 

Pro Leu Gly Ser Ala Val Ser Leu Phe Leu Pro Thr Val Tyr Ala Gin 

115 120 125 

Thr His Ser Thr Lys His Gin Asn Asn Val Phe Leu Gly Gin Asn Ala 

130 135 140 

Glu Arg Thr Gin Glu He Leu Lys Thr Leu Asp Asn Pro Gin Gin He 
145 150 155 160 

Ala Val Leu Arg Lys Leu Leu Lys Thr Thr Lys Pro Leu Thr Pro Pro 

165 170 175 

Glu Leu Met Arg Lys Thr Glu Val Ser Ala Lys Thr Leu Asp Ala Leu 

180 185 190 

Val Lys Gin Lys Phe He Arg He Val Asp Ser Ala Asp Leu Glu He 

195 200 205 

Gin Asp Glu Gin Leu His Tyr Phe Leu Pro Glu Thr Pro Thr Leu Asn 

210 215 220 

Gin Glu Gin Leu Asp Ala He Asn Thr He Ser Gin Ser Leu Val Ala 
225 230 235 240 

Glu Gin Phe Gin Thr Cys Leu Leu Phe Gly Val Thr Gly Ser Gly Lys 

245 250 255 

Thr Glu Val Tyr Leu Gin Val He Arg Lys Ala Arg Ala Leu Gly Lys 

260 265 270 

Ser Val He Leu Leu Val Pro Glu Val Ala Leu Thr He Gin Thr Leu 

275 280 285 

Ser Phe Phe Lys Met His Phe Gly Ser Glu Val Gly Val Leu His Tyr 

290 295 300 

Lys Leu Ser Asp Ser Glu Arg Thr Gin Thr Trp His Lys Ala Ser Arg 
305 310 315 320 

Gly Leu He Asn He He He Gly Pro Arg Ser Ala He Phe Cys Pro 

325 330 335 

He Gin Asn Leu Gly Leu He He Val Asp Glu Glu His Asp Ser Ala 

340 345 350 

Tyr Lys Gin Ser Asp Leu Pro Pro Phe Tyr Gin Ala Arg Asp Val Ala 

355 360 365 

Val Met Arg Gly Lys Met Thr Asn Ala Thr Val He Leu Gly Ser Ala 
370 375 380 
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(viii) POSITION DANS LE GENOME : complement (600734 .. 601876) 
(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 613: 
Gly Lys Trp val Leu Lys clu Ala Leu S« He Asp Phe He Thr Asn 
Lp Phe Leu oly Phe Ser Arg Leu Asp Ser Leu Val His Ala Val Clu 
Ala Arg Tyr Arg Leu Tyr cys Arg Asp Lys Pro His Ala Gin Leu Oly 
^ Oly Oly ser Arg Ala lie Leu Oly Ser Ser Ser Leu Leu Asp Oly 
Val o°iu His Oin He Ala His Phe His Oly Ala Pro Olu Ala Leu lie 
tin Pro Ser Oly Phe Val Ala Asn Thr Ala He Cys Ala His Leu Ser 
ser Val Ala Asp Tyr Val Leu Trp Asp Olu Oln Val His lie Ser Val 

„ ^ H° ser val Phe Leu Ser Oly Trp His Gin Ser Phe Arg 
ser Tyr Asn Leu ser vai m ^ 125 

115 * ui* Ten Glu Ser Leu Leu Olu Ser Cys Gin Gin 

His Asn Asp Leu Asp His Leu Glu Ser i, ^ 

130 \ -n t a) i rvs Ser Val Tyr Ser Phe 

,„ Gly Phe Gin MB val Phe lie Leu val cys ser V y ^ 

£ Gly s.r Phe Ala Pro L.u .lu oln II. Val Ma Leu His Gin 

wr „!» Ma Gin L.u XL val A.p Glu Ala His ,1a val Gly Leu Ph. 

Gly Asp Ala Z Lys Gly Ph. cy. Ma s.r Leu Gly Tyr olu « «- 

v ser III Leu v,l Thr Phe ser Lys Ma L.u Gly ser Ma Gly M, 

Ma Tr" Leu ser ser cys Asp Ar 3 Lys Gin Asp L.u He Lys Glu Pro 

21 val ser L.u ser Sr Gly II. Pro Pro Tyr L.u L.u Val s.r II. 

Gin v.l Ma Tyr SS Ph. Leu s.r Gin Glu Gly Glu L.u M, Arg Thr 

Arg Leu Arg Arg H. *» »P T£ - G1 ° «*» £ ~ 

Ma Ala fly Ph. val Gin Pro L.u S.r Leu Pro Gly II. s.r Glu Gin 
Glu Leu Tyr Gin Lys Leu V.l Ala Thr Gly lie Arg Val Gly Val Ma 
cys Pro Pro Thr Gly lyl Val L.u Arg Ma Asn Leu His Ala Ph. A,„ 

, ,-,„ 111 asp He Leu val s.r L.u Leu Ala Thr Glu Gin 

Thr Glu Gin Glu Val Asp ^ ^ 350 

val Thr Tyr o!n Lys Asn Val val Thr Oly Ser Thr Ser Thr Met oln 
Arg Thr III Olu Asp Asn Phe Ala Ala Ala Asn Ala Ser 



370 375 



(2) INFORMATIONS POUR LA SEQ ID NO: 614: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 
(A) LONGUEUR: 538 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement { 601910 .. 603 523 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 614: 

Glu Met Arg Asp Asn Arg Asn Thr Ala Arg Ser Lys Arg Gly Lys Leu 

15 10 15 

Arg Ser Glu Lys Thr Val Leu Arg Ser Phe Leu Lys Leu Cys Ala Glu 

20 25 30 

Met Thr Thr Ala Thr Val Phe Trp Asp Glu Gin Leu Gly Lys Leu Ser 

35 40 45 

Tyr Asn Gin Val Tyr Lys Ala Val Cys Ala Leu Ala Thr Arg Leu Ala 

50 55 60 

Asn Tyr Pro Asp Gin His lie Gly lie Met Met Pro Ala Ser Ala Gly 
65 70 75 80 

Ala Tyr lie Ala Tyr Phe Ala Thr Leu Leu Ser Gly Lys lie Pro Val 

85 90 95 

Met lie Asn Trp Ser Gin Gly Leu Arg Glu Val Thr Ala Cys Ala Asn 

100 105 110 

Leu Val Gly Val Thr His Val lie Thr Ala Lys Pro Leu Met Gin Lys 

115 120 125 

Leu Ala Gin Thr His Gly Glu Asp Ala Glu Tyr Pro Phe Ser Leu Xaa 

130 135 140 

Phe Leu Asp Glu Val Arg Lys Glu Leu Ser Phe Leu Glu Lys Cys Arg 
145 150 155 160 

Val Gly lie Cys Met Ser lie Pro Phe Glu Trp Met Met Arg Trp Phe 

165 170 175 

Gly Val Phe Asp Lys Asp Pro Glu Asp Val Ala Val lie Leu Phe Thr 

180 185 190 

Ser Gly Thr Glu Lys Leu Pro Lys Gly Val Pro Leu Thr Asn Ala Ser 

195 200 205 

Leu Leu Ala Asn Gin Arg Ala Cys Phe Asp Cys Phe Ser Pro Lys Glu 

210 215 220 

Asp Asp Ala Met lie Ser Phe Leu Pro Pro Phe His Ala Tyr Gly Phe 
225 230 235 240 

Asn Ser Cys Thr Leu Phe Pro Leu Leu Ser Gly lie Pro Val Val Phe 

245 250 255 

Ala Tyr Asn Pro Leu Tyr Ala Lys Lys lie Val Glu Met lie Asp Glu 

260 265 270 

Ala Lys Val Thr Leu Leu Gly Ser Thr Pro Val Phe Leu Ser Tyr lie 

275 280 285 

lie Asn Ala Ala Lys Lys Ser Glu Thr Thr Leu Pro Ser Leu Arg Phe 

290 295 300 

Val Val Val Gly Gly Asp Val Phe Lys His Ser Leu Tyr Gin Glu Ala 
305 310 315 320 

Leu Lys Thr Phe Pro His Val Gin Leu Arg Gin Gly Tyr Gly Thr Thr 

325 330 335 

Glu Cys Ser Pro Val lie Thr lie Asn Thr Val Asn Ser Pro Lys His 

340 345 350 

Glu Ser Cys Val Gly Met Pro Val Arg Gly Met Glu Val Leu lie Val 

355 360 365 

Ser Glu Glu Thr Lys Val Pro Val Ser Thr Gly Val Thr Gly Leu Val 

370 375 380 

Leu Thr Arg Gly Thr Ser Leu Phe Lys Gly Tyr Leu Gly Glu Asp Phe 
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395 400 



385 39 ,° Glu Thr Trp Tyr Val Thr Gly 

Gly His Gly Phe He Glu Leu Ala Gly Glu Thr P V ^ 

405 * u <= riv Glu Leu Phe Leu Lys Gly Arg 

Asp Leu Gly Tyr Val Asp Arg His Gly Glu Leu ^ 

L eu Ser Arg III Val Lys He Gly Ala Glu Met Val Ser Leu Glu Ala 
Met Glu til He Xle Met Glu Gly Cys Gly Gin Asn Ala Ala As P His 
Pro III Val Val cys Gly Leu Pro Gly Glu Lys Glu Arg Leu Cys Leu 

465 tL° c=t- val ser Glu Val Asn Asp He Leu Lys 

Phe Thr He Phe Pro Thr Ser Val Ser giu v ^ 

As » s.r ». - » - - £1 S " ^ 
Glu M . He £ «et L» G1 V * W «. MP *£ «. =„ «, 



505 

515 520 
Asn Ala Leu Ala Lys Arg Leu Phe Ser Glu 



530 535 



(2) INFORMATIONS POUR LA SEQ ID NO: 615: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 88 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vil i, POSITION DANS LE GENOME: complement ( 60353 1 .. 603794) 
(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 615: 
L eu Arg His Arg He Trp Gly Ser Ser Phe Ser Arg Tyr Arg Thr Gly 
Ser Thr Pro Lys Leu Gly Lys Val P f Lys Glu Ala Val Lys Ala Leu 
L eu Arg Cys £y He *- - Pro Lys Arg Glu Val Arg Val Ser 

n n lla Ala Asp Tyr ser Val Leu Lys Gin Phe Pro Thr Lys Gin 
Val Cys Pro Ala Asp ryi. * gQ 

50 _ r air A=r, Trc Phe Asn Gin Glu Gly Gly Glu 

Glu Phe Asn Thr Phe Leu Ser Asp Trp Pne a 8Q 



Thr Pro Leu Glu Val Pro Tyr Ala 
85 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 219 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: complement ( 6037 57 604413 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 616: 



Ser 


His 


Asp 


He 


Phe 


Leu 


He 


He 


Asn 


Glu 


Lys 


Asn 


Ser 


Ser 


Phe 


Gin 


1 






5 










10 










15 




Asn 


Ala 


Asn 


Leu 


Leu 


He 


Trp 


He 


Trp 


Lys 


Tyr 


Cys 


Thr 


Leu 


Trp 


Cys 








20 










25 










30 






Lys 


Asn 


Asn 


Phe 


Asn 


Lys 


Pro 


Arg 


Gly 


Ser 


Met 


Lys 


He 


Gly 


Phe 


Trp 




35 










40 










45 








Arg 


Arg 


Leu 


Tyr 


Glu 


Val 


Cys 


Tyr 


Thr 


Ser 


Leu 


He 


Gly 


Cys 


Ala 


Leu 


50 










55 










60 










Lys 


Leu 


Arg 


Tyr 


Arg 


Val 


Leu 


Val 


Glu 


Gly 


He 


Glu 


Ser 


He 


Asn 


Gin 


65 










70 










75 










80 


Asn 


Ser 


Gin 


Lys 


Gly Ala 


Leu 


Phe 


Leu 


Ser 


Asn 


His 


Val 


Ala 


Glu 


He 










85 










90 










95 




Asp 


Pro 


Val 


He 


Leu 


Glu 


His 


Val 


Phe 


Trp 


Leu 


Lys 


Phe 


His 


Val 


Arg 






100 


























Pro 


He 


Ala 


Val 


Asp 


Tyr 


Leu 


Phe 


Asn 


Asn 


Pro 


Val 


Val 


Lys 


Trp 


Phe 






115 










120 










125 








Leu 


Asp 


Ser 


Val 


Arg 


Ala 


He 


Pro 


Val 


Pro 


Ser 


Val 


Val 


Pro 


Gly Arg 




130 










135 










140 










Asp 


Asp 


Lys 


Arg 


Leu 


Leu 


Glu 


Arg 


He 


Glu 


Arg 


Phe 


Tyr 


Val 


Cys 


Val 


145 








150 










155 










160 


Thr 


Gin 


Ala 


Leu 


Asp 


Arg 


Lys 


Glu 


Ser 


Leu 


Leu 


Leu 


Tyr 


Pro 


Ser 


Gly 










165 










170 










175 




Arg 


Leu 


Ser 




Asn 


Gly 


Lys 


Glu 


Glu 


He 


Val 


Asn 


Gin 


Gin 


Ala 


Ala 






180 










185 










190 






Tyr 


Thr 


He 


Leu 


His 


Arg 


Ala 


Lys 


Glu 


Cys 


Asp 


Val 


Phe 


Leu 


Val 


Lys 




195 










200 










205 








Thr 


Gin 


Asp 


Leu 


Gly 


Lys 


Phe 


Phe 


Phe 


Thr 


Leu 













210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 617: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 3 54 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 604549 605610 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 617: 

Val He Val Thr Ser Leu Gin Pro Ala Glu Lys Leu Met Phe Ser Leu 

15 10 15 

Leu Asn Asp Cys Gin Lys Ala Ala Glu Thr Val Val Met Gin Ala Met 

20 25 30 

Leu Ser Leu Met Arg Tyr Arg Lys Ala His Lys Phe He Pro Phe Trp 

35 40 45 

Lys Lys Pro Asp Gin Thr Tyr Val Thr Pro Ala Asp Tyr Ala He Gin 

50 55 60 

Tyr Tyr Phe Tyr Gin Lys Leu Thr Ser Leu Phe Pro His He Pro Leu 
65 70 75 80 

Val Gly Glu Glu Thr Leu Asn Pro Ala Thr Asp His Pro Arg He Pro 
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ser W s M, ^ »T W - - « ~ ™ lo Y 

S, «, w « v,, - - «• - " * ~ JT ^ 

Glu oiy H-t « S. - »>° ^ T s AS ° S " SS 

100 „ i Ai v val Ser Val Gin Asp Val Met 

Lys Tyr He Ala Ala Glu Asp Val Gly Val ^ 

115 em Glu Thr Pro T^r Val Cys Gly Leu Val Thr Val Ser 

He He Arg Glu Glu Tnr y 14Q 

Gly s «. « ii- ~ » a Bls Gly IS * Ila °s 

£ « m. « ^ - « - ~ 55 Ile w Gly ws "! val 

^ v,x «» oiy £ «y M. »i og «. W s « V,, His Ol. «« 
Ph . Ph . X ~ «- - £ - "» te 5S ^ L " 

„ «P lH - - - - "» »" S ^ " 

Il6 l« s« »p c yS « S - CVS.P.O »• - «y "J 

S » ~ « - S°. « - - - - « Ile S Gly 

245 _ TlQ r1v Arcr Glu Leu Val 

Ala Thr Asn Asn Gin Leu Glu Asn Pro Ala lie Gly Arg ^ 

260 ^ a i» Pro Asp Tyr Leu Ala Asn Ala Gly Gly 

Ala Arg Gly He Leu Tyr Ala Pro Asp Ty ^ 

Leu L eu Asn val Ala Gly Ser Val Gly Arg Ala Tyr Ser Pro Lys Glu 
vai ™ ser Lys Val Glu Gly Leu Pro Lys XI. X-u Arg Lys Leu Tyr 
III oin Gly Ala Lys Glu Asn Arg Asp Thr Gly Thr Leu Ala Asp Ala 

He Val Glu Glu Arg Leu Ala Val Tyr Ala 
340 J * 

(2) INFORMATIONS POUR LA SEQ ID NO : 619: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 217 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 606843 .. 607493 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 619: 

Asn ^r Leu He Glu Ser Asp Leu Met Ser Lys Thr Pro Leu Ser Xle 

Ala His Pro Trp His Gly Pro Val Leu Tnr Arg Asp Asp Tyr Glu ser 

20 ^_ « »i a a™ ser Val Lys Phe Glu 

Tin r-in Tie Thr Pro Ala Asp ^er va - x * 
Leu Cys Cys Tyr He Glu lie inr 45 

,. u „ £. o» t «y .x. - - ~ « "° G1 " WS 
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50 55 60 



Ser 


Asn 


Phe 


Cys 


Pro 


Cys 


Leu 


Tyr 


Gly 


Leu 


Leu 


Pro 


Lys 


Thr 


Tyr 


Cys 


65 










70 










75 










80 


Gly 


Asp 


Leu 


Ser 


Gly Glu Tyr 


Ser 


Gly 


Gin 


Gin 


Ser 


Asn 


Arg 


Glu 


Asn 










85 










90 










95 




He 


Lys 


Gly Asp 


Gly 


Asp 


Pro 


Leu 


Asp 


He 


Cys 


Val 


Leu 


Thr 


Glu 


Lys 








100 










105 










110 






Asn 


He 


Thr 


Gin 


Gly Asn 


He 


Leu 


Leu 


Gin 


Ala 


Arg 


Pro 


He 


Gly Gly 






115 










120 










125 








He 


Arg 
130 


He 


Leu 


Asp 


Ser 


Glu 
135 


Glu 


Ala 


Asp 


Asp 


Lys 
140 


He 


He 


Ala 


Val 


Leu 


Glu 


Asp 


Asp 


Leu 


Val 


Tyr 


Gly 


Asn 


He 


Glu 


Asp 


He 


Ser 


Glu 


Cys 


145 










150 










155 










160 


Pro 


Gly 


Thr 


Val 


Leu 


Asp 


Met 


He 


Gin 


His 


Tyr 


Phe 


Leu 


Thr 


Tyr 


Lys 








165 










170 










175 




Ala 


Thr 


Pro 


Glu 
180 


Ser 


Leu 


He 


Gin 


Ala 
185 


Lys 


Pro 


Ala 


Lys 


He 
190 


Glu 


He 


Val 


Gly 


Leu 
195 


Tyr 


Gly 


Lys 


Lys 


Glu 
200 


Ala 


Gin 


Lys 


Val 


He 
205 


Arg 


Leu 


Ala 


His 


Glu 
210 


Asp 


Tyr 


Cys 


Asn 


Leu 
215 


Phe 


Met 

















(2) INFORMATIONS POUR LA SEQ ID NO: 620: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 346 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 60803 1 609 068 ) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 620: 



Ser 


Phe 


Tyr 


Tyr 


Leu 


Cys 


Ser 


Cys 


Ser 


Arg 


Lys 


Glu 


Gly 


Asn 


Ser 


Tyr 


1 






5 










10 










15 




Val 


Arg 


Trp 


Asp 


Gin 


Asp 


Thr 


Leu 


Pro 


Ala 


Asp 


Ser 


His 


Arg 


Cys 


Gly 




20 










25 










30 






Val 


He 


He 


Gly 


Ser 


Gly Met 


Gly 


Gly 


Leu 


Arg 


Thr 


Leu 


Asp 


GlU 


Gly 






35 










40 










45 








He 


Glu 
50 


Lys 


Leu 


Ser 


Ala 


Gly 
55 


Asn 


Arg 


Lys 


Leu 


Ser 
60 


Pro 


Phe 


Phe 


He 


Pro 


Tyr 


He 


He 


Thr 


Asn 


Met 


Ala 


Pro 


Ala 


Leu 


He 


Ala 


Met 


Asp 


Tyr 


65 








70 










75 










80 


Gly 


Leu 


Met 


Gly 


Pro 


Asn 


Tyr 


Ser 


He 


Ser 


Thr 


Ala 


Cys 


Ala 


Thr 


Ala 








85 










90 










95 




Asn 


Tyr 


Cys 


He 


Asp 


Ala 


Ala 


Tyr 


Gin 


His 


Leu 


He 


Glu Gly Arg 


Ala 






100 










105 










110 






Asp 


Val 


He 


Val 


Cys 


Gly Gly 


Thr 


Glu 


Ala 


Ala 


He 


Asn 


Arg 


Val 


Gly 




115 










120 










125 








Leu 


Ala 
130 


Gly 


Phe 


He 


Ala 


Asn 
135 


Arg 


Ala 


Leu 


Ser 


Glu 
140 


Arg 


Asn 


Asp 


Ala 


Pro 


Glu 


Gin 


Ala 


Ser 


Arg 


Pro 


Trp 


Asp 


Arg 


Asp 


Arg 


Asp 


Gly 


Phe 


Val 


145 










150 










155 










160 


Leu 


Gly 


Glu 


Gly 


Ala 


Gly 


He 


Leu 


Val 


Leu 


Glu 


Thr 


Leu 


Asp 


Asn 


Ala 








165 










170 










175 
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Leu Lys Arg Gly Ma Pro He Phe Ala Olu Val Lau Cly Thr Tyr Lys 
Thr cys Asp III Phe His He Thr Ala Pro A rg Asp Asp Gly Glu oly 
He Thr "la Cys He Leu Gly Sa Leu Asn Lys Ala Gly He Pro Lys 
Glu Arg Val Asn Tyr He Asn Ala His Gly Thr Ser Thr Pro Leu Gly 
fsp Leu ser Glu Val Leu Ala Leu Lys Lys Ala Phe Gly ser His Val 
Lys Asn Leu Arg Leu Asn Ser Thr Lys Ser Leu He Gly His Cys Leu 
Gly Ala Ala lly Gly Val Glu Ala Val Ala Thr He Gin Ala He Gin 
Gly Lys Leu His Pro Thr He Asn Val Glu Asn Pro He Ala Glu 

290 v. » Ual Va i Ala Asn Lys Ala Gin Asp Trp Asp Val 

He Glu Glu Phe Asp Val Val Ala Asn uy* *x 32Q 

III v,l *la M .t ser Isn s.r Ph. My ». oly Gly His «» «| »r 

325 330 
He Leu Phe Ser Arg Tyr Glu Pro Ser Leu 
340 345 

(2) INFORMATIONS POUR LA SEQ ID NO : 621: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 119 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vl ii, POSITION DANS LE GENOME : complement < 60929 6 .. 609 652 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 621: 
Met Asp ser Phe Cys Leu Asn Leu Leu Lys Val He Val Lys Ala He 
Lp Asn Lys Lys Gly Arg Asn Pro Val Val Leu Asp Val Gin Asn He 
Ser Gin Leu Thr Asp Tyr Phe Val Phe Val Glu Gly Asn Val Gly Val 

7 r 40 

His lie Lys Ala lie Ala Asp Thr He He Glu Glu Leu Lys Lys Leu 
Lys val Tyr Pro Leu Asn Val Glu Gly Leu Ser His Ser Asp Trp Val 
Val lie Asp Tyr Gly Phe He Val He His Leu Phe Val Ser Xaa Xaa 

Arg Glu Gin Tyr Cys Leu Glu Glu Leu Trp Lys Asp Gly Ala He lie 

100 1Ub 
Thr Ser Asp Cys Leu Ala Ser 



115 



(2) INFORMATIONS POUR LA SEQ ID NO: 622: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 584 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 610109 .. 611860 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 622: 

Cys lie Ala Arg Ala Asn Phe Asp Tyr Gin Leu Phe Phe Leu Ser Arg 

15 10 15 

Leu Thr Leu Thr Asn Ser Tyr His Met Asp lie Pro Glu Gin Gly Ser 

20 25 30 

Asn Thr Pro Glu Val Glu Gin Ala Ala Cys Cys Asn Gin Glu Ala Ala 

35 40 45 

Glu Asn Asp Arg Ala Lys Asp Lys Leu Ser Ser Ser Glu lie Ser Ala 

50 55 60 

Glu Ala Val Gin Ser Cys Glu Ser Met Glu Ala Phe Glu Gin Val Val 
65 70 75 80 

Ala Glu Arg Ser Ser lie Glu Glu Lys lie Leu Phe Ala Leu Glu Gin 

85 90 95 

Met Gly Ala Leu Leu Lys Gly Ala Asp Gin Asn Ser Asp Leu Lys Leu 

100 105 HO 

Phe Trp Asn Val Arg Lys Phe Cys Leu Pro Leu Phe Gin Gin Leu Glu 

115 120 125 

Asp Pro Val Gin Arg Ala Asn Leu Trp Gly Arg Tyr Thr Glu Leu Thr 

130 135 140 

Arg Glu Gly Arg Tyr lie Lys Thr Leu Gin Asp Glu Glu Gly Ala Phe 
145 150 155 160 

Leu Val Gly Gin lie Glu Leu Ala He Ser Cys Leu Glu Ser Gly Val 

165 170 175 

Gin Gly Phe Phe Ser Lys Thr Glu Lys Glu Glu He Ser Glu Glu Asp 

180 185 190 

Arg Ala Ala Leu Glu He Pro Ser Leu Ser Ala His Lys Asp Phe Tyr 

195 200 205 

Leu Ser Thr His Ala Asp Leu Arg Trp Leu Gly Ser Phe Ser Ser Gin 

210 215 220 

He He Ash Leu Arg Lys Glu Leu Met Asn He Ser Met Arg Met Arg 
225 230 235 240 

Leu Lys Ser Gin Phe Phe Gin Lys Leu Ser Val Leu Gly Asn Lys Val 

245 250 255 

Phe Pro Arg Arg Lys Glu Leu Thr Glu Lys Val Ser Glu Leu Phe Ala 

260 265 270 

Gin Asp Val Glu Ala Phe Val Glu Arg Tyr Phe Ser Arg Ala Ser Arg 

275 280 285 

Glu Ser Leu Lys Lys Ser Val Phe Phe Leu Arg Lys Glu He Lys Arg 

290 295 300 

Leu Gin Gin Ala Ala Lys Tyr Leu Ser He Ser Ser Gly Val Phe Ser 
305 310 315 320 

Ser Thr Arg Leu Gly Leu Ser Gin Cys Trp Asp Gin Leu Lys Gly Leu 

325 330 335 

Glu Lys Glu He Arg Gin Glu Gin Ser Arg Leu Ala Ala Thr Ser Ala 

340 345 350 

Glu Asn Met Lys Glu Val Gin Gly Arg Leu Asp Gin Val Glu Val Leu 

355 360 365 

Leu Gin Glu Asn Glu Glu Val His Lys He Arg Lys Glu He Glu Ala 
370 375 380 
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135 I 40 



Pro Ser Leu His Pro His Phe Phe Ser Ala Val Olu He Ala His Ala 
III Gin lie Ser Gly He Ser Thr al» Gin Ala Leu Olu Arg Leu Trp 
Olu Ala Gly Gin Arg ^ Xle Pro Gly Oly Oly Ala Olu lie Leu Ser 
Olu Arg He Arg Lys Gin He ser Pro Lys Lys Met Oly Pro Asp oly 
Trp lie "in Phe His Lys Leu fla His Arg Leu Oly Phe Arg Ser Thr 
Ala Tnr Met Met Phe Oly III Val Olu Ser Pro Olu Asp He Leu Leu 
III Leu Oln Thr Leu Arg Asp Ala Oln Asp Olu Asn Pro Oly Phe Phe 
Ser Phe He Pro Trp Ser Tyr Lys Pro Asn Asn Thr Ala Leu Oly Arg 
Arg val Pro h" Oln Ala Ser Pro Olu Leu Tyr ^r Arg He Leu Ala 
val Ala Arg He Phe Leu Asp Asn Phe Asp His lie Ala Ala Ser Trp 
Phe Oly Olu Oly Lys Olu III oly Val Lys Oly Leu Phe Tyr Oly Ala 
A ° SP Asp Phe Oly Oly Thr He Leu Asp Olu Ser Val His Lys Cys Thr 
Oly Trp Asp Leu Oln Ser Ser Olu Lys Olu He Cys Ala Met Leu Leu 
Oln Ala Oly 2£ Thr Pro Val Olu Arg Asp Thr Phe Tyr Arg Pro Leu 



355 360 



Ser Leu Ala Arg 
370 



(2) INFORMATIONS POUR LA SEQ ID NO: 624: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 220 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 612938 .. 613597 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 624: 
ser Pro His Ser Arg Arg Arg Asp Arg Phe Leu Phe Pro Tyr Phe Ser 
lie Arg Ser Ala lie Trp Ala Phe Ser Arg Phe Cys He Ala Oly Xaa 
L eu Thr Leu flu Ala Oln olu Arg oly He Ser Ala Leu Tyr Gin olu 
L eu Olu Leu Leu Asp Pro Val tyr Ala Ala Thr lie Thr Lys His Asp 
Lys Asn Lys He He Arg Ala Leu Olu He lie Arg Lys Thr oly Ser 
lis Val Ser Ser Tyr Tla Trp Oln Ser Thr Val Asn Olu Ser Lys Olu 
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Tyr 


His 


Cys 


Arg 


Gly 


Trp 


Leu 


Leu 


Ser 


Pro 


Asp 


Pro 


Glu 


Leu 


Leu 


Arg 






100 










105 










110 






His 


Asn 


He 


Leu 


Glu 


Arg 


Cys 


Asp 


Gin 


Met 


Leu 


Glu 


Glu 


Gly 


Leu 


Leu 






115 










120 










125 








Asp 


Glu 


Val 


Gin 


Ala 


Leu 


Leu 


Ala 


Ala 


Gly 


He 


Lys 


Gly Asn 


Ser 


Ser 


130 










1-Jb 










i a n 










Ala 


Ser 


Arg 


Ala 


He 


Gly 


Tyr 


Arg 


Glu 


Trp 


He 


GlU 


Phe 


Leu 


Asp 


Leu 


145 








150 










155 










160 


Gly 


Ser 


Pro 


Pro 


Asp 


Leu 


Phe 


Glu 


He 


Thr 


Lys 


Gin 


Lys 


Phe 


He 


Thr 








165 










170 










175 




Asn 


Thr 


Trp 


Arg 


Tyr 


Thr 


Lys 


Lys 


Gin 


Arg 


Thr 


Trp 


Phe 


Lys 


Arg 


Tyr 






180 










185 










190 






Ser 


Leu 


Phe 


Arg 


Glu 


Leu 


Arg 


Pro 


Met 


Gly 


Met 


Thr 


Leu 


Asp 


Asp 


Met 






195 










200 










205 








Ala 


Lys 


Lys 


He 


Ala 


Gin 


Asp 


Tyr 


Phe 


Leu 


Cys 


Gly 











210 215 220 



(2) INFORMATIONS POUR LA SEQ ID NO: 625: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 68 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 

(viii) POSITION DANS LE GENOME: complement ( 613 692 613895 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 625: 

Gin Lys Ser Phe Ser Lys Met Phe Lys Arg Thr Val He Leu Leu Ala 

15 10 15 

Gly Pro Thr Gly Ser Gly Lys Thr Ala Val Ser Leu Lys Leu Ala Pro 

20 25 30 

Leu Val Asp Gly Glu He He Ser Val Asp Ser Met Gin Val Tyr Gin 

35 40 45 

Gly Met Asp He Gly Thr Ala Lys Val Ser Leu Ala Asp Arg Lys Arg 

50 55 60 

Phe Arg He Thr 
65 



(2) INFORMATIONS POUR LA SEQ ID NO : 62 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 310 acides amines 

<B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 6143 15 .. 615244 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 626: 

Ser Asn Asp Glu He Leu Asp Gly Arg Ser Leu Tyr Leu Leu Ser Ser 
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10 15 



Asn Lys Gly Phe Ser Leu Phe Phe Tyr Leu Lys Lys Gin Phe Phe Leu 
ASP ser Ser Arg Cys Thr Leu Glu Val He Leu Pro Pro Arg Ser Pro 
ser Phe Leu Val His He Trp Arg Leu Phe Phe Ala Lys Gly Pro Asn 

Tyr Ser Leu Pro Tyr Ala Phe Leu Cys He Phe Val Ser Val Leu Val 

70 75 



IL Leu Pro lie Gly Leu Trp Leu Thr Leu Pro Ser Phe Leu Asn Phe 
Lys His Ser Leu Pro He Lys Thr Leu Phe Leu Thr Cys Thr Glu 



Pro Pro Cys Leu Pro Glu Pro Phe Phe Ser Asp He Leu His Leu Ser 



120 



Al, Asp ser Pro Pro Ala L.u Gin Thr Phe ser Thr Lys ser Al. Glu 
His III Leu Asn Glu Leu "ly v.l Phe ser Phe II. ser II. Glu Lys 



Pro Asp His Lys III L.u Asp lie ser iy, Al, L.u His Thr Pro 



Leu Al, Ph. Leu My Asn Gin Thr Hi. Thr Phe lie Gly Tyr Glu Gly 



17 0 



185 



cm Thr Phe Pro Ala Leu Pro Phe Phe Gin Ser Leu Glu Leu Pro Thr 



200 205 



val Phe Phe Ser Gin Gin Ala Leu Ser Gin Thr Arg He Pro His Gin 



215 



Thr Leu Ser He V,l Thr S.r Leu He Asp Glu Leu Gin Met Asp Pro 



Pro S.r He II. Asp III s.r Gin He Asp 5ii Tyr Pro Gly Glu Phe 





Val Val ser Leu Ser Ser Gly Thr Leu Leu Arg Phe Arg Lys Asp Ser 



250 



Ph e Leu Pro Gly He Gin His Tyr G~ln Gin Ala Leu Ser Leu Gly Ala 



265 



280 285 



Pne ser Pro Gin Gin Ala Val He Cys Asp Leu Arg Cys Glu Asp Tyr 

290 295 
Leu Leu Leu Lys Arg Lys 
305 310 

(2) INFORMATIONS POUR LA SEQ ID NO: 627: 

(i) CARACTERI ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 93 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 615405 615683 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 627: 

, * ot. 0 an* Ala Tvr He Val Lys Asn Leu Val Thr Asp Pro 
Met Glu Asp Phe Ala Ala lyr vax * 

5 

Ln Ala Val Glu He Arg Ser Ser Glu Asp Lys Ala Ser Ala Thr Leu 
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Lys 


Leu 


Glu 


lie 


His 


Ala 


Ala 


Ser 


Glu 


Asp 


He 


Gly 


Lys 


He 


He 


Gly 




35 










40 










45 








Arg 


Lys 


Gly 


Gin 


Thr 


He 


Gin 


Ala 


Leu 


Arg 


Thr 


He 


Leu 


Lys 


Arg 


Val 




50 










55 










60 










Gly 


Ala 


Arg 


Leu 


Gin 


Lys 


Lys 


He 


Leu 


Val 


Glu 


Leu 


Ala 


Gin 


Pro 


Glu 


65 










70 










75 










80 


Asn 


Gly 


Ser 


Leu 


Thr 


Asp 


Glu 


Glu 


Val 


Leu 


Ser 


Leu 


Asp 









85 90 



(2) INFORMATIONS POUR LA SEQ ID NO: 628: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 616 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 615864 6177 11 ) 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 628: 

Arg Arg Ser Arg Ala Ser Ser Gly Phe Phe Glu Arg Phe Ala Leu Lys 

15 10 15 

Thr Gin Gin He Cys Trp Tyr Asn Gly Tyr Cys Pro Arg Leu Arg Ser 

20 25 30 

Cys Leu Gin Gly His Thr Phe Gly Leu Asp Ser Ser Cys Asp Leu His 

35 40 45 

He Leu Ser Tyr Tyr Gin Glu Gly Trp Arg Leu Tyr Phe Thr Ala Lys 

50 55 60 

Tyr Gin Asp Val Val Tyr Ala Asp He Glu Val Gin Leu Val Gly Met 
65 70 75 80 

His Asn Val Leu Asn Ala Ala Ala Ala Met Gly He Ala Leu Ser Leu 

85 90 95 

Gly He Asp Glu Gly Ala He Arg Asn Ala Phe Arg Gly Phe Ser Gly 

100 105 HO 

Val Gin Arg Arg Leu Gin Arg Lys Asn Ser Ser Glu Thr Phe Leu Phe 

115 120 125 

Leu Glu Asp Tyr Ala His His Pro Ser Glu He Ser Cys Thr Leu Arg 

130 135 140 

Ala Val Arg Thr Ala Val Gly Gin Arg Arg He Leu Ala He Cys Gin 
145 150 155 160 

Pro His Arg Phe Ser Arg Leu Arg Glu Cys He Asp Ser Phe Pro Ser 

165 170 175 

Ala Phe Lys Asp Ala Asp Glu Val Leu Leu Thr Glu Val Tyr Ser Ala 

180 185 190 

Gly Glu Glu Ala Glu Asp He Ser Tyr Gin Glu Leu Ala Glu Ala He 

195 200 205 

Ser Gin Glu Ser He Val Lys Cys Thr His He Pro Phe His Glu Leu 

210 215 220 

Gin Arg His Leu Glu Gin Ser He Arg Val His Asp Val Cys Val Ser 
225 230 235 240 

Leu Gly Ala Gly Asn He Val Asn Leu Gly Glu Lys Leu Arg Asp Phe 

245 250 255 

Glu Pro Gin Lys Leu His Leu Gly He He Cys Gly Gly Lys Ser Cys 

260 265 270 

Glu His Glu He Ser Val Leu Ser Ala Lys Asn He Ala Lys His Leu 
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i Ton Tvr Arg Leu Met Met 

lnHis cvs n e ser Leu Phe Val Asn Leu Tyr Arg 
Ser Asn His <-ys j-j-= - 0 j.-> 

1 5 nw He Gly Gly He Gly Met Ser 

lys Ser Leu Phe Tyr His Phe lie Gly He 3 0 

Rls « s. «x - - « « - - ~ if ~ 7 ~ 

« « sL «« aw «. - - «- - - » Gly 7 
Glu s. c W ~ - «« «- - n* Pr ° Glu Gly "* » 

Sx V., «r « ~ « ~ «. - » - «» - ST S " 

85 » ™,i Val His Arg Ala Glu Leu Leu Ala 

Ala Lys ser Arg Gly Asn Arg Val Val 

100 T , Qor Tie Phe Val Thr Gly Ser His Gly 

Glu Leu Ala Gin Asp Gin He Ser He Phe ^ 

H5 "0 Qln Glu Ala Lys 

Lys Thr Thr Val Ser Ser Leu He Thr Ala ^ 

I sn Pro ser Phe Val He Gly Gly Leu Asn Gin Glu Gly He Asn 

Lys Asn Pro ber 155 

» y Gly _ «, « £ ». - - - «- « Gltt ?'s p 

OIy S « XX. « £ ~ - „» ~ V,, ». « - - 

180 ii„ rlv Asp Arg Glu Leu Leu Leu 

Asp Asp Glu His Leu Ser Asn Phe Glu Gly Asp ^ 

Ala Se r Leu Lys Asp Leu His Ser Arg Leu Ser Arg Ser Val Gly He 
Me t £ Xle Val Leu Ala Cys Val His Ala Cys Lys Gly XX. ~ JJJ 

S «p - - - - - - Ile fsi ^ - Ile Ile ss 

Asp Gly Asp cys Thr Leu Gin Gin Ser He Lys Met 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 630: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

{A ) LONGUEUR : 325 acides amines 

t-o) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION D»S I, 3EN0ME, „»pl—t(«1.3«l. •«»>»' 

(xl) DESCRIPTION DE I* SE 0 UE»CE, SEQ ID NO, 630, 

M . t „ n. - - xx. v,x « - - =x y «, - OX. «, 
J*, ix. ix. » - « M . - «, oxu * - xx. «u ox» „ 

Ile „. v,l So - - «y Jj. «y - AX. -U ». - «, W 

ssp s„ X. XX. >X. ~ C.S 2p xx. « « «y ~ - - ~ 

S. Val >s„ «. « U. ~ -Xy «• - - - 
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65 

Tyr Val Ala Ala 

lie Gly Phe Gly 
100 

Arg Ser Arg lie 
115 

Lys Val Asn Lys 
130 

Phe Ala Ala Ala 
145 

Leu Pro lie Arg 

Pro Val lie Cys 
180 

Asp Val Val Pro 
195 

Leu Tyr Val His 
210 

Ser Gin Val Tyr 
225 

Asp His Asn Met 

Arg Ser Gly Ala 
260 

Ala lie Leu lie 
275 

Ala Lys Phe Phe 
290 

Lys Tyr Leu Thr 
305 

Arg Ser Cys Asn 



70 

Leu Gin Lys lie 
85 

Ser Tyr His Ser 

Pro Leu Phe Leu 
120 

Leu Phe Ser Arg 
135 

Gly Glu His Phe 
150 

Lys Leu Ser Glu 
165 

Val Val Gly Gly 

Lys Ala Leu Ala 
200 

His He Val Gly 
215 

Gin Asp Ala Gly 
230 

Leu Gly Val Leu 
245 

Thr Met Leu Asn 

Pro Tyr Pro Gly 
280 

Thr His Thr Val 
295 

Glu Glu Ser Leu 
310 

Gin 
325 



75 

Arg Asp Phe Thr 
90 

Leu Pro Ala Met 
105 

His Glu Gin Asn 

Phe Ala Lys Gly 
140 

His Cys Arg Ala 
155 

Gin He Val Phe 
170 

Ser Gin Gly Ala 
185 

Arg He Arg Glu 

Pro Lys Gly Asp 
220 

He Asn His Thr 
235 

Gin Ala Ser Asp 
250 

Glu Leu Leu Trp 
265 

Ala Tyr Gly His 

Gly Gly Gly Thr 
300 

Ser Lys Gin Val 
315 



80 

Pro Asp Leu Ala 
95 

Leu Ala Ser He 
110 

He Val Pro Gly 
125 

Val Gly Met Ser 

Glu Glu Val Phe 
160 

Pro Gly Ala Ser 
175 

Lys He Leu Asn 
190 

Ser Tyr Ser Asn 
205 

Leu Gin Ala Val 

Val Thr Ala Phe 
240 

Leu Val He Ser 
255 

Val Gin Val Pro 
270 

Gin Glu Val Asn 
285 

Met He Leu Gin 

Leu Leu Cys Phe 
320 



(2) INFORMATIONS POUR LA SEQ ID NO: 631: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 90 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 619247 620416) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 631: 

He Ser Gly He He Met Lys Trp Phe Leu He Ser Cys Leu Leu Gly 

15 10 15 

He Phe Ser Leu Gly Leu He Met Val Phe Asp Thr Ser Ser Ala Glu 

20 25 30 

Val Leu Asp Arg Ala Leu Ser Cys Ser Thr His Lys Ala Leu He Arg 

35 40 45 

Gin He Thr Tyr Leu Gly Leu Gly Leu Gly He Ala Ser Phe Val Tyr 

50 55 60 

He Leu Gly Trp Lys Asp Phe Leu Lys Met Ser Pro Met Leu Leu He 
65 70 75 80 
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20 . u . mw .!!.»'«» B 'if" 4 "*"*' 

Gly ,„ „ » « - * £ « H1 , Gly _ 

Tlo rlu G1Y Phe Val Val Lys His & 

vai Ln ^ pro Tbr 

Lys IV, x,.» Thr Asn s« Glu 8^ 
65 ... p,„ p h e Lau Gin Thr Pro II. Pro <- * 

^ Ly3 Thr « V,! .» ™ - 5g »' U. „ 0 

t uv, S.r Ph. His Pro w M.t Tyr Thr Asn Glu 

Phe Lys Lys ser n l2Q 



115 

Ser Pro Asn Pro Arg 
130 



(2) INFORMATIONS POUR LA SEQ ID NO: 633: 

. ■ v CARACTERISTIQUES DE LA SEQUENCE: 
1 XuEUR- 2S5 acidas amines 
. TYPE: acide amine 

$ Configuration: imeaire 

(iii) HYPOTHETIQUE: oui 

(viiil POS ITI 0 N 0 M S LE GENOME: 

(xl) E ESCP,IPTION OE » SEQUENCE : SEQ B» »■ «» ■ 

L t no val Ma Thr Thr val M» ' v.1 3 0 

20 , rl „ G lu lie Glu Tyr Pro Gin W . «• 

« Thr », » « - sr ™ w val V11 - P - - 

Ma Pr o XI. ^ XI. « «» Pro V,l Pr ^ 

GW «■ «« - ^ ™ oiu val Ile » ; L G1 „ Ph. 

val K, «. «. -1 val ^ ^ ^ 

Asp Ly , „ - W - Glu w. Glu 

100 „ rphT- pro Val Ala « 

cor- Thr Pro Val Glu Ser Thr Thr tn: 

pro oiu Lys Glu Glu 

s.r val val AB> W s Val Y 140 

»° « val XI. val E W «» » ~ - °» »» " e 16? 

- " T l Thr £ v.1 ~ Ma - S - - » « ~ 

Arg ser Asn His Thr Tn 17Q ^ 

w« Thr Glu Lys Asp Leu Gin Val Lys 
Asn Lys Thr * 200 r . Tlf> Ala Leu Ser 

^ v IS val „. Glu Gly « s.r Pro Trp ,1a 



1362 



Asn Gly lie Arg Leu Asp Glu Leu Leu Lys Leu Asn Gly Leu Asp Glu 
225 230 235 240 

Gin Lys Ala Arg Arg Leu Arg Pro Gly Asp Arg Leu Arg lie Arg 
245 250 255 



(2) INFORMATIONS POUR LA SEQ ID NO: 634: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 17 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 621154 621690) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 634: 



Asn 


His 


Trp 


Tyr 


Leu 


His 


Asp 


Lys 


Tyr 


Asn 


Tyr 


Cys 


Cys 


Ala 


Tyr 


Leu 


1 




5 










10 










15 




Leu 


Ala 


Lys 


He 


Glu 


Phe 


Pro 


He 


Ser 


Glu 


Thr 


Ser 


Phe 


He 


Glu 


Ala 






20 










25 










30 






Val 


Ala 


Thr 


Phe 


Asn 


Lys 


Pro 


Pro 


His 


Arg 


Met 


Glu 


Tyr 


Leu 


Gly 


Gin 






35 










40 










45 








Lys 


Gin 


Gly 


He 


His 


Tyr 


He 


Asn 


Asp 


Ser 


Lys 


Ala 


Thr 


Thr 


Val 


Ser 


50 










55 










60 










Ala 


Thr 


Glu 


Thr 


Ala 


Leu 


Leu 


Gly 


Val 


Gly 


Asn 


Gin 


Ala 


He 


Val 


He 


65 










70 










75 










80 


Leu 


Gly 


Gly 


Arg 


Asn 


Lys 


Gly 


Cys 


Thr 


Phe 


Ser 


Ser 


Leu 


Leu 


Pro 


Ala 








85 










90 










95 




Leu 


Arg 


Lys 


Ala 


Ala 


Lys 


Ser 


Val 


Val 


Ala 


Met 


Gly 


Glu 


Cys 


Ala 


Gin 




100 










105 










110 






Glu 


He 


Ala 


Arg 


Asp 


Leu 


Glu 


Glu 


Phe 


Pro 


Val 


Thr 


Val 


Val 


Lys 


Asn 






115 










120 










125 








Leu 


Ser 


Glu 


Ala 


Leu 


Leu 


Cys 


Ala 


GlU 


Glu 


Gin 


Ala 


Val 


Pro 


Gly 


Asp 




130 










135 










140 










Val 


He 


Val 


Leu 


Ser 


Pro 


Ala 


Cys 


Ala 


Ser 


Phe 


Asp 


Gin 


Phe 


Arg 


Ser 


145 










150 










155 










160 


Tyr 


Glu 


Glu 


Arg 


Gly 


Ala 


Met 


Phe 


Lys 


His 


Leu 


Val 


Gly Met 


Glu 


Glu 








165 










170 










175 




Val 


Leu 


Leu 





























(2) INFORMATIONS POUR LA SEQ ID NO : 63 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 242 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 62 1674 6223 9 9 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 635: 
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Het Gly « OXu «. v., vax v,x xx. f y - «v ~ ~ « 

XX. » « - - - «" ^ W ~ ^ " ^ 7 

L W s ~ - - - ~ «r ™ cys w « ~ 

: : 2. « «. - - - - « - a- - - s,r r 

L £ v»x „ cxu S. p, » -x =x» - .x. xx. *x* « 
I x. ~o «X 1L « xx. ox„ - - ox. ~ «, 

85 T He Thr Gly Thr Thr Gly Lys Thr 

Phe Thr Glu Arg Olu Ser Leu Ala lie 

100 , Teu Phe Lys Arg Ser Gly He Pro 

Thr Thr He Leu Phe Leu Glu Tyr Leu Phe y ^ 

IT. PS . S « OX, » - III XX. ». XX. «J « OX. « - 

Z h «, ~ » s «. xx. s« s - « - - a 

S£ « «. - - S vax ... ^ «J - - xx. - 55 

« „ » hx. s « - »■ - - ~ s - ciu xT„ 2 2 

18° Ara Asn Pro Asp Asp Leu Trp 

ins lvs Gin Asn Leu Ala Leu cys Met Arg Asn 

_ f ° His Le u Tyr Leu Glu Glu Val Gin 
Val Gly Asp Glu Arg Phe Ty* : Gly Hx. Ty ^ 

Lys Z Met Arg Leu Leu £ Lys Glu Ser Ala Leu Lys Pro Val 



230 

225 

Leu Ala 



(2) INFORMATIONS POUR LA SEQ ID NO: 636: 

(i) CARACTERISTIQUES DE ^Jf^ 

A) LONGUEUR : 351 acides amines 

i-as TYPE: acide amine ^ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vlil , po SIT xo B DM s IjE « «x— t,« M x...«»«« 

l OXU P.- ~ XX. «. - ~ HX, » ». - - - f 5 " ~ 

20 T , tip Ser Trp Leu Lys Lys Gin Gly 

ser Leu Phe Leu Met Lys Pro Leu He Ser Trp 

35 . " His cys Glu Lys Leu Glu Glu Leu 

Phe Gin Asp His He His Lys Asp His Cys ^ 

Lv s Ala Tyr He Pro Thr Ala Gly Oly He Val Phe Val 
His Lys Asp Lys Ala Tyr n ?5 



70 

65 
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Phe 


Ala 


Ser 


Val 


Leu 
85 


Ala 


Val 


Leu 


Leu 


Leu 
90 


Phe 


Pro 


He 


Gin 


Leu 
95 


Trp 


Ser 


Thr 


Trp 


Phe 


Cys 


He 


Gly 


Thr 


He 


Leu 


Leu 


Trp 


Gly Ala 


Leu 


Gly 






100 










105 










110 






Trp 


Cys 


Asp 


Asp 


Gin 


He 


Lys 


Asn 


Arg 


Arg 


Arg 


Val 


Gly 


His 


Gly 


Leu 


115 










120 










125 








Ser 


Ala 


Lys 


His 


Lys 


Phe 


Leu 


He 


Gin 


Asn 


Cys 


Leu 


Ala 


Ala 


Gly 


Val 




130 








135 










140 










Val 


Leu 


Pro 


He 


Met 


Phe 


Ala 


Tyr 


Lys 


Glu 


Ser 


Phe 


Leu 


Ser 


Phe 


His 


145 










150 










155 










160 


Leu 


Pro 


Phe 


Leu 


Gly 
165 


He 


Val 


Ser 


Leu 


Pro 
170 


His 


His 


Trp 


Trp 


Ser 
17 5 


Tyr 


Leu 


Leu 


Ser 


Phe 
180 


Ala 


He 


Ala 


Thr 


Leu 
185 


Ala 


He 


Val 


Gly 


Thr 
190 


Ser 


Asn 


Ser 


Val 


Asn 
195 


Leu 


Thr 


Asp 


Gly 


Leu 
200 


Asp 


Gly 


Leu 


Ala 


Ala 
205 


Gly 


Ala 


Met 


Val 


He 


Ala 


Cys 


Leu 


Gly 


Met 


Leu 


Val 


Val 


Ala 


Cys 


Thr 


Asn 


Gly Ala 




210 










215 










220 










Pro 


Trp 


Ala 


Phe 


He 


Cys 


Cys 


Val 


Leu 


Leu 


Ala 


Thr 


Leu 


Ala 


Gly 


Ser 


225 








230 










235 










240 


Cys 


Leu 


Gly 


Phe 


Leu 


Arg 


Tyr 


Asn 


Lys 


Ser 


Pro 


Ala 


Arg 


Val 


Phe 


Met 








245 










250 










255 




Gly Asp 


Thr 


Gly 


Ser 


Leu 


Phe 


Leu 


Gly Ala 


Met 


Leu 


Gly Met 


Cys 


Ala 








260 










265 










270 






Val 


Leu 


Leu 
275 


Arg 


Ala 


Glu 


Phe 


Leu 
280 


Leu 


Leu 


Phe 


Met 


Gly 
285 


Gly 


He 


Phe 


Val 


Leu 
290 


Glu 


Ser 


Leu 


Ser 


Val 
295 


He 


Val 


Gin 


Val 


Gly 
300 


Ser 


Tyr 


Lys 


Leu 


Arg 


Lys 


Lys 


Arg 


Val 


Phe 


Leu 


Cys 


Ala 


Pro 


Leu 


His 


His 


His 


Tyr 


Glu 


305 






310 










315 










320 


Tyr 


Lys 


Gly 


Leu 


Ser 


Glu 


Lys 


Ala 


Val 


Val 


Arg 


Asn 


Phe 


Leu 


He 


Val 






325 










330 










335 




Glu 


Leu 


He 


Cys 
340 


Val 


Val 


Val 


Gly 


He 
345 


He 


Ala 


Val 


Phe 


Val 
350 


Asp 





(2) INFORMATIONS POUR LA SEQ ID NO: 637: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 203 acides amines 

(B) TYPE: acide amind 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 623 57 0 .. 624178 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 637: 

Asn Gly Arg Phe Leu Leu Ser Ser Asp Ser Phe Arg Arg Val Leu He 

15 10 15 

Ser Ala Pro Asp Gly Asp He Glu Leu Pro Ala Val Phe Pro Tyr Ser 

20 25 30 

Pro Ala Tyr Met Asn Phe He He Ala Val Ala Leu Ala Trp He Thr 

35 40 45 

Asn Val Pro Met Asp Arg Leu Glu Gin Val Ser Gin Ser Leu Phe Leu 

50 55 60 

Pro Ala Met Arg Phe Glu Gin Gin Glu His Asn Gly He Arg Val He 
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! Leu He Pro Lys Asp Ser 
ser ,eu Leu Leu Glu Aro. -u n ^ 

210 Bha Ala lvs Lys Asn Ser Ala * 240 

s« Trp 01° «» "J _ ^ M0 M. 11. 

£ - ~ - S| » ~ ^ - l l Leu S CVS 

Bi , « o» «. ~ «-» - vsl SS 

™ Phi «» II. w» G1 » Mfl J " 

Leu Pro Tyr Pne Ary 2gQ 
275 

Is s^-"- 1 - 

(111) HYPOTHETIQUE-. oui 

;:; „«. - - — - -j;"^ - « - 

_ OT . n Ala Met Pro His Asp l5 

r wu gi ° :: t : _ - - - - - - s- ~ Gin 

- Rsn e 1 », «v - - - -r ~ « - - - 

"« toi r ° iy ~ 1 wr £. xl . « ~ « - «- « ~ 

ph. Ph» LY» °» " 9 GW " ^ „. f tg ser W» Al. W. 

Asp » Ph « m „ 11. - « - - r s> _ vsl 

- - ~ So - 7 ls - ~ «- s - toi 
~ - 3 Leu :i : 1 s - - - a s ~ s - ws 

C .1. Tyr I- ^ Mp "°o « I- -»» -J; 

v „x L.u «y «- ™ Glv S <n» ay M» «> 

145 val Ala Tyr Thr Gly His tiu * 

Rl , Ph. ,1, «• ^ " 17. val Lys oly XX. 3I» 

„ „ <=,=r G1Y Ser Thr Leu His u lg() 
Leu Se r Gin Ar ? ser 

Tvr Arg Met Pro Ser Phe * 
Thr Gin Lys Gly Tyr 

His Glu Asn Pro Xle Val Ala Pro Lys ^ 

210 v __ 0 phe Leu Pro Leu Leu Lys uy 24Q 

n . His cys Leu Phe Pro 

225 T^o Tie Phe Cys Lys Glu n« 255 
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260 










265 










270 






Val 


Val 


Thr 


He 


Pro 


Asp 


Thr 


Thr 


Leu 


Leu 


Glu 


Asp 


He 


Ala 


Leu 


Leu 






275 










280 










285 








Thr 


Gly 


Thr 


Thr 


Val 


Phe 


Ser 


Ser 


Pro 


Pro 


Phe 


Ser 


Asn 


Lys 


Pro 


Pro 




290 










295 










300 










He 


Glu 


Leu 


Pro 


Leu 


Leu 


Gly 


Ser 


Cys 


Thr 


Trp 


Ala 


Glu 


Leu 


Ser 


Arg 


305 










310 










315 










320 


Asp 


His 


Thr 


Leu 


Leu 


Val 


Cys 


Glu 


Asn 


Leu 


Val 


Pro 


Glu 


Val 


Val 


Lys 










325 










330 










335 




Leu 


Lys 


Val 


Arg 


Gin 


Leu 


Asp 


His 


Ala 


He 


His 


Asn 


Ser 


Glu 


Asp 


Glu 








340 










345 










350 






Thr 


Ser 


Arg 


Lys 


Leu 


Leu 


Lys 


Lys 


Arg 


Lys 


His 


Arg 


Leu 


Glu 


Asn 


Ser 






355 










360 










3 65 








He 


Ala 


He 


He 


Pro 


Val 


Lys 


Gin 


Asp 


Thr 


Ala 


Pro 


Leu 


His 


Glu 


Leu 




370 










375 










380 










Ala 


Leu 


Lys 


Thr 


Leu 


Asn 


Ser 


Thr 


Gin 


Glu 


Ser 


Gly 


Phe 


Val 


Leu 


Gly 


385 










390 










395 










400 


Gly 


Gly 


Gly 


Leu 


Phe 


Phe 


Thr 


Leu 


Leu 


Arg 


Ala 


Ser 


Leu 


Pro 


Leu 


Gin 










405 










410 










415 




Ser 


He 


Leu 


Lys 


Lys 


Asn 


Lys 


Leu 


Leu 


Phe 


Arg 


Phe 


Tyr 


Arg 


Pro 


Val 








420 










425 










430 






Pro 


His 


Ser 


Leu 


Gly 


Thr 


Thr 


Gly 



















435 440 



(2) INFORMATIONS POUR LA SEQ ID NO: 640: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 12 9 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 62 6514 .. 62 69 00 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 640: 



Thr 


Gin 


His 


Lys 


Asn 


Leu 


Val 


Ser 


Ser 


Trp 


Glu 


Ala 


Glu 


Gly 


Ser 


Ser 


1 








5 










10 










15 




Leu 


Arg 


Tyr 


Ser 
20 


Glu 


Pro 


Leu 


Phe 


Leu 
25 


Phe 


Arg 


Ala 


Phe 


Ser 
30 


Arg 


Arg 


Thr 


Ser 


Cys 
35 


Cys 


Ser 


Asp 


Phe 


Thr 
40 


Asp 


Pro 


Cys 


Arg 


Thr 
45 


Leu 


Leu 


Glu 


Gin 


Leu 
50 


Val 


Asn 


Ser 


Val 


Tyr 
55 


Met 


Asp 


Gly 


Lys 


Leu 
60 


Val 


Ala 


Asp 


Lys 


Leu 


Cys 


Ser 


Leu 


Gly 


Thr 


Pro 


Ser 


Leu 


Gly 


Phe 


Asn 


Val 


Val 


Ser 


Gin 


65 








70 










75 










80 


Gin 


He 


Glu 


Asp 


Met 
85 


He 


Ser 


Ala 


Gly 


He 
90 


He 


Ala 


Pro 


Leu 


Asn 
95 


Ala 


Val 


Leu 


Asp 


He 
100 


Phe 


Ser 


Cys 


Ser 


Leu 
105 


His 


Thr 


Ala 


Val 


Asp 
110 


Leu 


Leu 


Leu 


Ala 


Ser 
115 


Phe 


Thr 


Thr 


Pro 


Pro 
120 


Thr 


Pro 


Ala 


Ala 


Lys 
125 


Glu 


Lys 


Lys 



Thr 
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(2) INFORMATIONS POUR LA SEQ ID NO : 641 : 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 00 acides amines 

(B) TYPE: acide amind 

(D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii ) POSITION DANS LE GENOME: 626954.-627853 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 641: 
Ile Gly Pne Ser lie Asn His Ar 9 Phe Ser Met Pro Asn Lys Pro Ser 
ii. Ala Phe Ar, Leu lie His Cys Ser Asp He His Phe Cys Val Leu 
Pro L ys Asn Pro Phe Gin Cys Phe Asn Lys Ar, Phe Lys Gly Leu Leu 
Arg Gin Leu He Gly Gly Val Ser Phe Gin Ala Phe Ala He Ser Gin 
Arg H Pro Gin Leu Val Lys Gin Leu Glu Ala Asp Ser Val Cys Val 
Gly Asp Me, Thr Thr Ala Leu Asp Thr Glu Phe ^ Phe Ala 

Lys Glu Phe Leu Ser Ar 9 Val Glu Ser Val Ala Pro Val Tyr He Val 
Pro Oly Asn His Asp Val Xaa Thr His Ar 9 Ala Leu Lys Lys Gin Thr 
Phe V Ser *r Phe Pro Asn Lys Glu Leu Gin Thr His Ar 9 He Ala 
Phe Lys Lys Leu Thr Pro Thr Tr P Tr P Leu Val Leu Leu Asp Cys Ser 
£ Phe Asn Gly Trp Tyr Thr Ala Asn Gly Glu Val Thr Asp Ser Gin 
Le u Leu Ala Leu III Gin Phe Leu Ser Ser Leu Pro Ala Ser Glu His 
180 _„ m h r Thr Ara Pro Ala 

val tl . val Ala Asn His Tyr Pro L» s.r Pro 205 

Hi. M p IE « - - f * ~ « ws s " SS Leu Met Rsn s " 

Pro III val « « ^ «■ " iS S ^ ™ 

225 230 „ , Val Asn ser Gly Ser Leu Thr Leu Pro 

Asp His Leu Pro Pro Leu Val Val Asn ser y ^ 

s .r Asn Ala Arg JS His U. .1. Asp « -U «. «lu «Y 

G l„ ttI Ala Tnr Ala Al. - Jr Asn « «. - - ~ ~ "° 

Thr l". ser II. Glu Glu Asn Thr He Ser I-eu 



290 



(2) INFORMATIONS POUR LA SEQ ID NO: 642: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 101 acides amines 



\r\f *jw*- . , 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 627822 628124 

(xi) DESCRIPTION DE IiA SEQUENCE : SEQ ID NO: 642: 

Pro Phe Leu Ser Lys Lys lie Pro Ser Leu Tyr Lys Ser Ser Ala Leu 

15 10 15 

Asn Leu Arg lie Thr Asn Leu Glu Gly Leu Pro Met Lys Glu Lys Lys 

20 25 30 

Val Leu Glu Leu Ser Pro Glu Ala Thr Leu Leu Lys Lys Leu Arg Asp 

35 40 45 

Arg Ala lie Ser Gin Gin Glu Thr Gin Lys Arg Lys Ala Trp Val Glu 

50 55 60 

Lys Leu Ala Ala Met Pro Glu Ser Thr Arg Asp Tyr Leu Glu Pro Gin 
65 70 75 80 

Ala His Leu Glu Pro Ser Gin Leu Phe Arg Lys Val Ala Glu Arg Leu 

85 90 95 

Leu Glu Glu Gly Ala 
100 



(2) INFORMATIONS POUR LA SEQ ID NO: 643: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 190 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 62814 6 6287 15 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 643: 



Met 


Val 


Arg 


Val 


Ser 


Thr 


Ser 


Glu 


Phe 


Arg 


Val 


Gly 


Leu 


Arg 


Val 


Glu 


1 








5 










10 










15 




He 


Asp 


Gly 


Gin 


Pro 


Tyr 


Val 


He 


Leu 


Gin 


Asn 


Asp 


Phe 


Val 


Lys 


Pro 








20 










25 










30 






Gly 


Lys 


Gly 


Gin 


Ala 


Phe 


Asn 


Arg 


He 


Lys 


Val 


Lys 


Asn 


Phe 


Leu 


Thr 






35 










40 










45 








Gly Arg 


Val 


He 


Glu 


Lys 


Thr 


Phe 


Lys 


Ser 


Gly Glu 


Ser 


He 


Glu 


Thr 




50 










55 










60 










Ala 


Asp 


Val 


Arg 


Glu 


Gin 


Gin 


Met 


Arg 


Leu 


Leu 


Tyr 


Thr 


Asp 


Gin 


Glu 


65 










70 










75 










80 


Gly 


Ala 


Thr 


Phe 


Met 


Asp 


Asp 


Glu 


Thr 


Phe 


Glu 


Gin 


Glu 


Leu 


He 


Phe 










85 










90 










95 




Trp 


Asp 


Lys 


Leu 


Glu 


Asn 


Val 


Arg 


Gin 


Trp 


Leu 


Leu 


Glu 


Asp 


Thr 


He 








100 










105 










110 






Tyr 


Thr 


Leu 


Val 


Leu 


Tyr 


Asn 


Gly 


Asp 


Val 


He 


Ser 


Val 


Glu 


Pro 


Pro 






115 










120 










125 








He 


Phe 


Met 


Glu 


Leu 


Thr 


He 


Ala 


Glu 


Thr 


Ala 


Pro 


Gly 


Val 


Arg 


Gly 




130 










135 










140 










Asp 


Thr 


Ala 


Ser 


Gly 


Arg 


Val 


Leu 


Lys 


Pro 


Ala 


Thr 


Thr 


Asn 


Thr 


Gly 


145 










150 










155 










160 
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U. W. XL « V.1 «. ,1. «. XL ™ olu Oly Ola V,X *1 Lys 

«X Asp Thr «, tS OIY « W r olu s.r «, «1 S« X.ys 

180 18b 

(2) INFORMATIONS POUR LA SEQ ID NO: 644: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 290 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(Viii) POSITION DANS LE GENOME : 628932 .. 629801 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 644: 
Phe Met Thr His Gin His Lys Lys He Ser Glu Olu Thr He Ala Cys 
Lp Met Leu Glu Lg Tyr Thr oly Ser Thr He Gin olu Phe Oln Pro- 
^ L eu Leu Leu Thr Asn Phe Gly Tyr Tyr Val Asp Val Phe Ala Glu 
XX. Tyr Gin Val Pro Val Ser Arg Gly Ser Met Phe Ser Ala Ala His 
Ala II Gin lie His Tnr Ser He He Asp Phe Lys Leu Gly Ser Pro 
fly Ala Ala Leu Thr Val Asp Leu Cys Ser Phe Leu Pro Asn Ala Thr 
Aia Ala He Met Leu Gly Met Cys Gly Gly Leu Arg ser His Tyr Gin 
Xle Gly Asp Z Phe Val Pro Val Ala Ser He Arg Lys Asp Gly Tnr 
Ser Asp Ha Tyr Phe Pro Pro Glu Val Pro Ala Leu Ala Asn Phe Val 
Val "in Lys Met He Tnr Asn He Leu Glu Ala Lys Asn Leu Pro Tyr 
£ He Gly II. -r His Thr Tnr Asn He Arg Pne Trp Glu Phe Asn 
Lys olu Pne Arg Arg Lys Leu Tyr Glu Asn Lys Ala Gin Thr Val Glu 
Met Glu cys Ala Thr Leu Phe Ala Ala Gly Tyr Arg Arg Asn Leu Pro 

195 r Tlo As p L eu Pro Leu Arg Lys Asp Gly 

Leu Gly Ala Leu Leu Leu He Ser Asp Leu e ^ 

lie Lys Tnr Lys Glu ser Ser ser Ala Val Leu Asn Ser His Thr Lys 
HI His lie Leu Tnr Sy Val Glu Val Phe Ala Ser Leu Gin Lys Lys 
ser Oly Pro Gly He Lys Lys Thr Lys Gly Leu Pro His Met Glu Phe 

, I 60 » m ser Leu Ser Glu Gin Thr Gly Val Ser Asp Gly 
Gly Gin Ala Asp Asp Ser Leu ber «*x ^ 



275 

Asp Phe 
290 



1371 



(2) INFORMATIONS POUR LA SEQ ID NO: 645: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 201 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 629804 63 0406 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 645: 



Phe 


Asp 


Phe 


Cys 


Trp 


Arg 


Gly 


Trp 


Thr 


Tyr 


Thr 


Ser 


Ala 


Tyr 


Arg 


Ala 


1 








5 










10 










15 




Asn 


His 


Val 


Ala 
20 


Ala 


Gly 


Tyr 


Ser 


Arg 
25 


Ala 


Lys 


Ser 


Asp 


Ser 
30 


Ser 


Ala 


Asp 


Ala 


Asn 


Glu 


Val 


Lys 


Gly 


Ala 


Trp 


Leu 


Ala 


Ala 


Leu 


Glu 


Ser 


Ala 




35 










40 










45 








Gly 


Pro 


Thr 


Ala 


Leu 


He 


Leu 


Ser 


Arg 


Gin 


Asn 


Leu 


Pro 


Thr 


Leu 


Lys 


50 










55 










60 










Glu 


Thr 


Lys 


Arg 


Ser 


Phe 


Arg 


Glu 


Gly 


Val 


Arg 


Lys 


Gly 


Ala 


Tyr 


He 


65 










70 










75 










80 


Leu 


Val 


Lys 


Glu 


Glu 
85 


Gly 


Asp 


Arg 


Pro 


Asp 
90 


Tyr 


Thr 


Leu 


Cys 


Ala 
95 


Ser 


Gly 


Ser 


Glu 


Val 


His 


Leu 


Ala 


He 


Glu 


Val 


Ala 


Gin 


Ser 


Leu 


Met 


Ala 






100 










105 










110 






Leu 


Asp 


Lys 
115 


Arg 


Val 


Arg 


Val 


He 
120 


Ser 


Phe 


Pro 


Cys 


Trp 
125 


Glu 


Leu 


Phe 


Glu 


Arg 
130 


Gin 


Asp 


Val 


Glu 


Tyr 
135 


Arg 


Glu 


Ser 


Val 


He 
140 


Gly 


Gly 


Asp 


Leu 


Gly 


Leu 


Arg 


Val 


Ser 


He 


Glu 


Ala 


Gly 


Thr 


Ala 


Leu 


Gly 


Trp 


Tyr 


Lys 


145 










150 










155 










160 


Tyr 


He 


Gly 


Ser 


Asn 


Gly 


Leu 


Ala 


He 


Ala 


Met 


Asp 


Gly 


Phe 


Gly 


Met 








165 










170 










175 




Ser 


Gly 


Ala 


Pro 


Asn 


Glu 


Val 


Ala 


Glu 


Thr 


Cys 


Gly 


Phe 


Thr 


Val 


Asp 






180 










185 










190 






Asn 


He 


Val 
195 


Gin 


Arg 


He 


Leu 


Ser 
200 


Val 

















(2) INFORMATIONS POUR LA SEQ ID NO: 646: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 221 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 63 0298 .. 63 0960 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 646: 



Lys Phe Leu Ala Ser Pro Arg Arg Lys Val Phe Arg Ser Ser Ala Val 
15 10 15 
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140 

Val Tyr cys Leu Ala Oly ^ Gly cys Phe Met Glu 
Phe Asp Ala Lys val Tyr cy 

Val Ser His Glu -a Cys Ser Phe Ala Oly Ser 

165 Ile ne Leu Asp Gly Tnr 

Leu » - « U- - «J - «, «n «. - ~ - - 

Gly Trp E V* P,e Glu T 2p «Y « £ «"» ~ ~ " 

Gly Trp 15 Ile 

210 , tio tvs Lvs Ser Gin Cys Lys Pro inr 

_ -« p^e Thr Gin lie Lys uy* o zau 

™ „ us ?u «y «y « ™ Glu ° 1Y S 

II. Ala H,s »r XI. 2 ^„ £ Ly , 

W s «. His Gly ST *ro «V "P 

260 ' phe p he Val Leu Arg Gin 

ser Phe Trp His Leu Pro Olu Glu Lys 

275 

(2) INFORMATIONS POUR LA SEQ ID NO: 648: 

(i) cARACTERISTIQUES DE 

i LONGUEUR: 150 acides amines 

(r>\ TYPE: acide amine 

\l\ CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vlil , POSITION DAMS LE GENOME: 

(xl) OESCRIPTION OE U. SEQUENCE : SEQ n> NO, 648, 

^ t „ two phe Tyr Ala Asn 

His Thr Pro Val Ala Ser ser ^ 3Q 

Ara Asn His nu- jrJ - 95 , , ^_ T i p 

20 £ Met Asn Gin Phe Lys Asn lie 
^r- lie Leu Phe Thr Asn Ala Gly Met a 

pne Leu Gly Lys Glu Gin Thr Ser Ty &Q 

Lys 5 cys lie Ar 9 Ala Gly £y His Asn Asp Leu Glu Asn Val Gly 

^ His Leu Thr Phe Phe Glu Met Leu Gly Asn Phe ser 

His Thr Ser Ar 9 His Leu ^ ^ 

Phe Gly Asp Tyr Phe Lys Gin Asp Ala lie 

s r Leu ser V°°1 Phe Asn Phe Asp Pro Asp Phe lie Tyr Ala Thr 

His Glu Lys Asp Asp Glu Xaa Ser L ^ 
1 1 n 



Gin Tnr Glu Phe Phe Val 
145 



(2) INFORMATIONS POUR LA SEQ ID NO: 649: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 724 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: 63803 6 640207 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 649: 

Xaa Phe Ala Leu Trp Glu Lys Tyr Leu Pro Thr Asp Arg lie Phe Arg 

15 10 15 

Leu Thr Asp Lys Asp Asn Phe Trp Ser Met Ala Asp Thr Gly Pro Cys 

20 25 30 

Gly Phe Cys Ser Glu Leu Leu Phe Asp Arg Gly Glu Lys Phe Gly Lys 

35 40 45 

Ala Ala Ser Pro Leu Glu Asp Val Asp Gly Glu Arg Phe Leu Glu Tyr 

50 55 60 

Trp Asn Leu Val Phe Met Glu Phe Asn Arg Thr Ser Asp Gly Thr Leu 
65 70 75 80 

Leu Ala Leu Gin Lys Lys Cys Val Asp Thr Gly Ala Gly Leu Glu Arg 

85 90 95 

Leu Val Ser Leu Leu Ala Glu Thr Lys Thr Val Phe Glu Ala Asp Val 

100 105 110 

Leu Arg His Leu lie Ser Lys lie Glu Asn Leu Ser Gly Thr Thr Tyr 

115 . 120 125 

Ser Pro Thr Glu Ala Lys Gly Ala Ala Phe Arg Val lie Ala Asp His 

130 135 140 

lie Arg Ser Leu Ser Phe Ala lie Ala Asp Gly Leu Leu Pro Gly Asn 
145 150 155 160 

Thr Glu Arg Gly Tyr Val Leu Arg Lys lie Leu Arg Arg Ala Val Asn 

165 170 175 

Tyr Gly Lys Arg Leu Gly Phe Asn Arg Pro Phe Leu Ala Asp Val Val 

180 185 190 

Pro Ser Leu Val Asp Val Met Gly Glu Ala Tyr Pro Glu Leu Ser Ala 

195 200 205 

Ser Val Thr Gin lie Gin Glu Val Leu Thr Thr Glu Glu Glu His Phe 

210 215 220 

Phe Lys Thr Leu Gin Arg Gly Gly Asn Leu Leu Gin Gin Val Val Lys 
225 230 235 240 

Ser Ser Ala Ser Ser Ala Lys lie Ser Gly Glu Asp Ala Phe Lys Leu 

245 250 255 

Lys Asp Thr Tyr Gly Leu Pro lie Asp Glu lie Ala Leu Leu Ala Lys 

260 265 270 

Asp Tyr Asn Tyr Ala lie Asp Met Asp Thr Phe Glu Lys Leu Glu Val 

275 280 285 

Glu Ala Lys Glu Arg Ser Arg Lys Asn Thr Lys Lys Thr Lys Asn Asp 

290 295 300 

Ser Asp Ser Val Phe Gin Asp Leu Asp Pro Thr Asn Thr Ser Glu Phe 
305 310 315 320 

lie Gly Tyr Asp Thr Leu Ser Cys Asp Thr Phe lie Glu Gly lie He 

325 330 335 

Lys Tyr Asn Glu He Ala Ser Ser Leu Glu Glu Gly Asp Glu Gly Ala 

340 345 350 

He He Leu Arg Thr Thr Pro Phe Tyr Ala Glu Lys Gly Gly Gin He 

355 360 365 

Gly Asp Ser Gly Glu He Phe Cys Glu Ser Gly Thr Phe Leu Val Ser 
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375 380 



His Thr He Ala Pro Lys Ala oly Leu He Val His Leu Oly Lys Leu 
III Oln oiy ser Leu Tar Thr Thr Met Ala Val Thr Ala oln Val Asn 



oln A sn Leu Arg Lys Lys Thr Ala Asn Asn His Thr Oly Cys His Leu 
L eu His Lys "la Leu Olu Met Thr Leu Oly olu His lie Arg Oln Pro 

435 440 

Qor Gin Lys lie Arg Leu 

455 460 
Leu Leu Ala 

470 475 
465 , Z ^r, r>r-o val Thr He Arg Glu Val Leu Tyr 

Glu Lys He Arg Glu Asn Asp Pro Val Thr lie g ^ 

485 4yu 
Ser Ser Glu 

W r Mr asp III v,l Arg val val III Al. oly - « HI, olu L.u 



oly s.r Sr V,l Asp Ser oln Lys II. Arg L.u Asp Ph. Thr His Asn 
Lys Al, Leu s.r Pro olu Asp L.u L.u Al, lie Olu Thr Leu v,l Asn 
olu Lys He Arg olu As" Asp Pro val Thr II. Arg Glu Val Leu Tyr 
s.r Asp Val ser s.r s.r olu .1. Lys Ph. cys oly Asp Lys 



cys Oly Oly Thr His Ala oln Al, Thr oly Asp II. oly Tyr Ph. Arg 
H. £1 Lys Olu His Ala val Ala Thr oly II. Arg Arg II. olu Ala 



%l Thr oiy Olu Asp III Olu Asn II. Ala Arg oly oln Asp Val Asp 



570 



Leu As„ Olu II. Ill Thr Val II. oln s.r Pro Lys Asp olj H. L.u 
V,l Lys II. HI s.r Val M.t olu olu Lys Lys Asp Leu Al, Lys oin 
v.l Al, Asp L.u Olu Asn oln L.u val oln oln oln v.! Lys Thr L. 
Leu Sr s.r cys olu Ly, III cys Asp Thr ser Tyr Leu Val Tyr Tyr 
L.u Thr Olu Olu 31U oiy oln Arg lie oln His Tyr Ala Asn Ala ,1. 
His Lys Olu II. "o Thr Asn Ph. II. s.r L.u Trp He Thr Olu Lys 



Asn Oiy Arg Sr II. v,l Leu s.r Arg v,l ser Asp Asp L.u rnr Lys 
«g oiy val Oln Al, His Thr L.u L.u Ala olu L.u L.u Al, Pro Tyr 
oiy o'ly Arg cys oly oly Lys Ala II. s.r Al, oln oly s.r ser Al. 

705 710 
Glu Tyr Leu Lys 



(2) INFORMATIONS POUR LA SEQ ID NO: 650: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 1084acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(Viii) POSITION DANS LE GENOME: 640221.. 
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<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 650: 

Gin Asn Phe Lys Thr Met Asp Phe Asp Pro Thr Ser He Asp Phe Ser 

1 5 10 15 

Ser Phe Pro Leu Leu Lys Asp Thr Lys Leu Pro Ser Leu Val Glu Asn 

20 25 30 

Leu His Ser Gly Ala Arg Ser Phe Val He Ala Lys Leu Phe Lys Glu 

35 40 45 

Leu Lys Arg Ser He Val Val He Thr Thr Pro Ala Lys Leu Asp Asp 

50 55 60 

Leu Phe Glu Asp Leu Thr Thr Leu Leu Ala Glu Ser Pro Leu Glu Phe 
65 70 75 80 

Pro Ala Ser Glu He Asp Leu Ser Pro Lys Leu Val Asn Val Asp Ala 

85 90 95 

Val Gly Lys Arg Asp His He Leu Tyr Ser Leu Gin Lys Gin Ser Ala 

100 105 HO 

Pro Val He Cys Val Thr Thr Leu Lys Ala Leu Leu Glu Arg Thr Pro 

115 120 125 

Ser Pro Glu Ser Met He Arg Asp His Leu Glu Leu Arg Val Gly Glu 

130 135 140 

Glu Leu Asp Pro Asp Thr Leu Leu Asp Leu Cys Lys Ser Leu Gly Tyr 
145 150 155 160 

Ar g His Glu Ala Leu Ala Arg Glu Lys Gly Asp Phe Ala Phe Arg Gly 

165 170 175 

Gly He Val Asp He Phe Pro Leu Ser Ser Pro Glu Pro Phe Arg He 

180 185 190 

Glu Phe Trp Gly Asp Arg Val Ser Ser He Arg Ser Tyr Asn Pro Ser 

195 200 205 

Asp Gin Leu Ser Thr Gly Lys Leu Ser Gin He Thr He Ser Pro Ala 

210 215 220 

Thr Ala He He Pro Thr Asp Lys Leu Ser Tyr Ser Leu Leu Asp Tyr 
225 230 235 240 

Phe Lys Ala Phe Pro Leu Cys He Phe Asp Gly Leu Ser Ser Leu Glu 

245 250 255 

Asp Asn Phe Ser Asp He Ala Gly He Leu Ala Ser Leu Pro Lys Arg 

260 265 270 

Phe Met Pro He Gin Asp Leu Cys Gin Arg He Leu Lys Glu Phe Thr 

275 280 285 

Pro Leu Phe Phe Glu Glu Lys Thr Phe Pro Asn Leu He Ser His Lys 

290 295 300 

Asn Thr Gly Phe Ser He Glu Ala Phe His Lys Lys He Ser Val Gin 
305 310 315 320 

Ara Val Ser Leu Pro Phe He Tyr Pro Pro Ala Leu He Glu Thr Ser 

325 330 335 

Gly Glu Gin Asn Pro Leu Leu Ala Phe Leu Lys Thr Phe Gin Asp Phe 

340 345 350 

Cys Ala Gly Arg Thr Leu Ser Leu Ala Leu Tyr Cys Ser Asn Thr Lys 

355 360 365 

Ser Leu Lys Glu Ala His Asp Leu Ala Ala Ala Cys He Pro Asn Thr 

370 375 380 

Gin He Tyr Asp His Pro Thr Thr Leu Ser Ser Ser Phe Ala Leu Val 
385 390 395 400 

Glu Ala Gly Phe Ala Ala Val Ser Leu Ser Glu Phe Ala Ala Ser Lys 

405 410 415 

Val Leu Arg Arg Gin Lys Gin Arg Asn Tyr Phe Ser Thr Thr Thr Glu 

420 425 430 

Glu Val Tyr He Pro Val Pro Gly Glu Thr Val Val His Leu His Asn 

435 440 445 

Gly He Gly Lys Phe He Gly He Glu Lys Lys Pro Asn His Leu Asn 
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455 460 



He Oil Thr Asp Tyr Leu Val Leu Glu Tyr Ala Asp Lys Ala Arg Leu 

^ val Pro Ser Asp Sn Ala Tyr Leu lie Ser Arg Tyr Val Gly Ala 

/.qc 490 
Ser Clu Lys Ala Pro Asp Leu His Hi. Leu Asn Oly Ala Lys Tr P Arg 

Arg Ser Arg III Leu Ser Glu Asn Ser Val He Leu Tyr Ala Glu Lys 



500 

Leu Ser Glu Asn Ser Val lie 
520 

r.in Ma Gin Ara Ser Thr Ala 

540 



L eu He Gin Met Glu Ala Gin Arg Ser Thr Ala Asn Ser Phe He Tyr 

Pro III His Gly Glu Glu III He Lys Phe Ala Glu Ser Phe Pro Tyr 

550 555 
He 

570 



III olu Thr Pro Asp Gin Leu Lys Ala He Asp Gin He Tyr Ala Asp 
Met Met Ser Asp Lys Leu Met Asp Arg Leu He Cys Gly Asp Ala Gly 



585 

Phe Gly Lys III Glu He He Met Arg Ala Ala Val Lys Ala Val Cys 



Asp Gly "is Lys Gin Val He Va! Met Val Pro Thr Thr He Leu Ala 



A sn Sn His Phe Glu Thr Phe Ser Gin Arg Met Ala Gly Leu Pro lie 
III He Gly Leu Leu III Arg Phe Ser Gin Gly Lys Thr Met Lys_ Lys 



Th r Leu Glu Asp Tie Ala Gin Gly Arg He Asp He Leu lie Gly Thr 
His Lys val He Asn Lys Ala He Glu Phe His Asn Pro Gly Leu Leu 
Ile lie Asp Glu Glu Gin Arg Phe Gly Val Lys Ala Lys Asp Ser Leu 
Ly s III Arg Phe Pro Thr III Asp cys Leu Thr Val Ser Ala Thr Pro 
X°ie Pro Arg Thr Leu Tyr Leu Ser Leu Ser Gly Ala Arg Asp Leu Ser 
L eu He Thr Met III Pro Leu Asp Arg Leu Pro Val Ser Thr Phe Val 



Met Glu His III Glu Glu Thr Leu Ser Ala Ala He Arg His Glu Leu 



760 



L eu Arg Gly Gly Gin Val Tyr Val He His Asn Arg He Glu Ser He 
Phe Arg Leu Gly Glu Thr lie Arg Thr Leu lie Pro Glu Ala Arg lie 

III Val Ala His Gly Gin Met His Ala Asp Glu Leu Ala Ser lie Phe 

805 81U 



iyr L ys Phe Lys Thr Gin Gin Thr Asn Val Leu Val Ala Thr Ala Leu 



He Glu Asn Sy He Asp He Pro Asn Ala Asn Thr lie Leu He Asp 



His Ala Asp Lys Phe Gly Met III Asp Leu Tyr Gin Met Lys Gly Arg 



840 



855 



850 T r rl a-i* Tvr evs Tvr Xaa Leu Val Pro His 

Val Gly Arg Trp Asn Lys Lys Ala Tyr Cys Tyr Aa ^ 



12 « *, Leu ser SJ Pro tt, S.r Lys Ar g Leu Ota Al, Lja 



885 w -r - 

Lys Gin Glu Tyr Gly Gly Gly Met Lys He Ala Leu His Asp Leu Glu 



890 



He Arg Gly ill Gly Asn He Leu Oly Thr Asp Gin Ser Gly His He 



905 



915 



920 
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Ser Ala Val Gly Phe Asn Leu Tyr Cys Lys Leu Leu Lys Lys Ala Val 

930 935 940 

Ala Ala Leu Lys His Lys Gin Lys Pro Met Leu Phe His Asp Asp He 
945 950 955 960 

Lvs He Glu Phe Pro Tyr His Ala Arg He Pro Glu Asp Tyr He Asp 

965 970 975 

Leu Ala Ser Met Arg He Glu Phe Tyr Gin Lys He Gly Asn Ala Glu 

980 985 990 

Ser Glu Glu Glu Leu Glu Ala He Glu Glu Glu Leu Arg Asp Arg Phe 

995 1000 1005 

Gly Pro Ser Pro Glu Ala He Ser Trp Leu Phe Ala Leu Ala Arg He 

1010 1015 1020 

Arg Leu He Ala Gin Glu Tyr His Leu Ser Ser He Lys Gly Thr Gly 
1025 1030 1035 1040 

Asn Ala Leu Tyr He Gin Gin Tyr His Asp Lys Asp Lys Gin He Gin 

1045 1050 1055 

Lvs Thr Leu Pro Tyr Ser Leu Ser Pro Thr Pro Glu Leu Leu Val Lys 

1060 1065 1070 

Glu Val Gin Glu Ser Val Glu Lys Ala Phe Pro Lys 
1075 1080 



(2) INFORMATIONS POUR LA SEQ ID NO: 651: 

(i) CARACTERI ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 13 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 64 0220 .. 640627 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 651: 



Ser 


Arg 


He 


He 


Asp 


Ser 


Gly Glu Gly 


Val 


Leu 


Ser 


Asn 


Lys 


Ala 


Phe 


1 






5 






10 










15 




Ser 


Val 


Val 


Thr 
20 


Gin 


He 


Thr Gly Ala 
25 


Leu 


Cys 


Phe 


Cys 


Arg 
30 


Glu 


Tyr 


Arg 


He 


Trp 


Ser 


Leu 


Phe 


Pro Thr Ala 


Ser 


Thr 


Phe 


Thr 


Ser 


Leu 


Gly 




35 








40 








45 








Asp 


Lys 


Ser 


He 


Ser 


Glu Ala Gly Asn 


Ser 


Arg Gly Asp 


Ser 


Ala 


Asn 


50 










55 






60 










Arg 
65 


Val 


Val 


Lys 


Ser 


Ser 
70 


Asn Lys Ser 


Ser 


Ser 
75 


Phe 


Ala 


Gly 


Val 


Val 
80 


He 


Thr 


Thr 


He 


Glu 


Arg 


Leu Ser Ser 


Leu 


Asn 


Ser 


Phe 


Ala 


Met 


Thr 








85 






90 










95 


Phe 


Lys 


Asp 


Leu 


Ala 


Pro 


Glu 


Trp Arg Phe 


Ser 


Thr 


Lys 


Asp 


Gly 


Ser 




100 






105 










110 






Val 


Ser 


Phe 
115 


Asn 


Lys 


Gly 


Lys Leu Glu 
120 


Lys 


Ser 


Met 


Leu 
125 


Val 


Gly 


Ser 


Lys 


Ser 


He 


Val 


Leu 


Lys 


Phe Cys 
















130 










135 

















(2) INFORMATIONS POUR LA SEQ ID NO: 652: 
(i) CARACTERI ST I QUE S DE LA SEQUENCE: 
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(A) LONGUEUR: 337 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vil i, POSITION DANS LE GENOME : 643485 .. 644495 
(xi , DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 652: 

Arg Met Pro Met Thr GXy Phe Tyr Glu Thr He Ser Pro Ar g Asp Gin 
Oin Ar 9 Pro Pro lie Trp Phe Leu Arg G!n Val Gly Arg Tyr He Pro 
Gln ^ Gin G°iu Leu Lys Arg Asn Arg Ser Leu Lys Asp Phe Phe Leu 
ASP Thr G 5 lu Ser He Val Glu Ala Thr Leu Leu Gly Pro Ser Leu Leu 
Gly val Asp Ala Ala lie Val Phe Ala Asp lie Leu Ser He Leu Glu 
Gly Phe Ser Val Asp ? Tyr Arg Phe Ala Pro Gly Pro Glu Val Ser iyr 

, I 5 T«n Tie Phe Thr Lys Asp Pro Gin Glu Thr Phe 
Ser Pro His Glu Pro Leu He Phe inr y r ^ 

100 , n--. mr, nn Leu Thr Lys Arg Leu Thr Val 

Ser Phe Leu Leu Glu Ala He Gin Gin Leu Thr y ^ 

Pro Leu He Ala Phe Ala Ala Ser Pro Phe Thr Leu Ala Ser Tyr Leu 
XL Glu Gly Gly Ala Ser Arg Asp Tyr Pro Lys Thr He Ala Phe Leu 

£ Gin **r Pro Asp Arg «» ^ ^ ^ ^ ™ Si ^ 
Gly Thr Ala Thr £ Leu Gin Met Gin Val Gin Ala Gly Ala Ala Ala 
Ile Gin Leu III Olu ser Ser Ser Leu Arg Leu Pro Pro His Leu Phe 

i? 5 val Val Ala Pro Asn Thr Lys Leu lie Arg Gin He Lys 
Ala Lys Tyr Val Val Ala Fro «. ^ Q 

210 „ T : op,- Leu Phe cys Arg cys Phe Tyr Gin 

Gin Thr Gly Asn Pro Pro Ile Ser Leu Phe y 24Q 

III P*. ,.u s« « S° M. XL «, Jlj »P «r - His Pro »P 

w Hi, VI Ciu £ Pro olu V.1 7 r «. .in XI. His S« Pro oly 

.„ «n » - "P !» »• - ~ ~ SS M ° MP 

A1 , « IS XX. His « «u »1. *r « - Pro - - «. Gin 

290 23b . „. „ 1v Tle T. eu pro Gin Thr Pro 

ser His Tyr He Phe Asn Leu Gly H« Gly lie Leu ^ 

305 , l]° v „i val ser cys Leu Thr Ser He ser Thr 

He Glu Asn Val Gin Ala Val Val Ser oys 



325 

Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 653 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 20 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 64447 1 .. 64543 0 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 653: 

Met Phe Asn lie Asn Phe Asn Phe Leu Lys Gly Leu His Gin Pro Ala 

15 10 15 

Pro Arg Tyr Thr Ser Tyr Pro Thr lie Val Asp Trp Glu Ser Ser Ser 

.20 25 30 

Asp Tyr Gly Tyr Thr Ala Leu Glu Arg Leu Ala Gin Glu Gin Asp Pro 

35 40 45 

Leu Ser Leu Tyr Phe His lie Pro Phe Cys Gin Ser Met Cys Leu Tyr 

50 55 60 

Cys Gly Cys Thr Val Val Leu Asn Arg Lys Ala Glu lie Val Asp His 
65 70 75 80 

Tyr lie Glu Thr Leu lie Gin Glu Met Arg Leu Ala Phe Ser Leu Leu 

85 90 95 

Gly Gly Lys Lys Pro Val Ser Arg lie His Phe Gly Gly Gly Thr Pro 

100 105 110 

Ser Arg Leu Ser Arg Ala Gin Phe Glu Arg Leu Phe Thr His lie His 

115 120 125 

Arg Phe Phe Asp Leu Ser Asn lie Glu Glu Leu Ala lie Glu Phe Asp 

130 135 140 

Pro Arg Ser Leu Arg Glu Asp Ala Asp Lys Pro Leu Phe Leu His Asn 
145 150 155 160 

Leu Gly Phe Asn Arg Val Ser Leu Gly He Gin Asp Thr Gin Trp Glu 

165 170 175 

Val Gin Glu Ala Val Arg Arg Arg Gin Ser Tyr Glu Glu Ser Leu Leu 

180 185 190 

Ala Tyr Gin Leu Phe Arg Asp Leu Lys Phe Thr Gly He Asn He Asp 

195 200 205 

Leu He Tyr Gly Leu Pro Lys Gin Thr Gin Ser Ser Phe Lys Gin Thr 

210 215 220 

He Glu His He Leu Asp Met Arg Pro Asp Arg Leu Ala Leu Phe Ser 
225 230 235 240 

Phe Ala His Val Pro Trp Ala Lys Pro His Gin Lys Ala Leu Arg Thr 

245 250 255 

Lys Asp Leu Pro Ser Met Glu Glu Lys Phe Ala He Tyr Ser Gin Ser 

260 265 270 

Arg His Thr Leu He Gin Glu Gly Tyr Gin Ala He Gly Leu Asp His 

275 280 285 

Phe Ser Leu Pro Asp Asp Pro Leu Thr He Ala Leu Lys Asn Lys Thr 

290 295 300 

Leu He Arg Asn Phe Gin Gly Thr Leu Phe Leu Leu Lys Lys He Phe 



305 



310 



315 



320 



(2) 



INFORMATIONS POUR LA SEQ ID NO: 654: 



(i) 
(A) 
(B) 



CARACTERISTIQUES DE LA SEQUENCE: 
LONGUEUR: 149 acides amines 
TYPE: acide amine 
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( D ) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : 645394 .. 645840 

(xi , DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 654: 

Phe Pro Ar 9 TVr Ser Leu Pro Pro oiu Glu Asp Leu Leu Gly Phe Gly 

XX. Ser Ala TX>r Ser Phe ^ *** *** ^ ^ T ^ ^ 

ASP LeU Ar, Glu Tyr Ser Glu Thr He Gin Ala Ser Lys Leu A!a Thr 

Vai Lys Gly Lys XI. - S f Gin Asp Asp Lys XI. Ar 5 Lys Trp Val 

50 „ »u= o 0 -r T.eu Ser Lys Leu Glu Phe Glu 

He His Thr Leu Met Cys Ser Phe Ser Leu Ser y 8Q 

£» Ar 9 Phe His GXu - - ^ ^ ^ ^ 8 « T 

Arg Leu cys GXy Met GXu Ser Ala Gly Leu He Ar 9 Gin Asp Ser Ser 
ser L eu GXn Si Thr Pro Leu GXy GXu Leu Phe VaX Ar f VaX He Ala 
^ Al a S Asp His Tyr Phe Leu Lys Asn He VaX GXu Lys Pro Leu 



X30 135 
Phe ser Lys Ser He 
145 



(2) INFORMATIONS POUR LA SEQ ID NO: 655: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 424 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

, vl li| POSITION DANS LE GENOME: 645840 .. 647111 
<xi) DESCRIPTION DE LA SEQUENCE, SEQ ID NO, 655, 

Met w Hi, ai, l.» xi. v,i «y « fy ™> ^ <*> - •« 

La Trp Trp L.» His Lys «, ». £> «is v.l oln L.U « He «~ 

„. Ly » «» « «. s« «y - TO1 ™ f 5 u ws ° l ° Gln 

35 x Mtat" GXV Pro Lys GXy Phe VaX Leu Ala His Asp 

GXy Phe Ser Leu Asn Met Gly Pro Lys y ^ 

QIy Sn Hi, r»r L.u His Leu II. «. S.r L.u oly L.u .1. Asp olu 

S. l.u ^ - ~ ™ "* WS fo" " 3 "* » 

A ,„ Lys Tnr Ar g Lys v,l s.r Pro Trp T„r „. Ph. Lys «; » - 
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Pr O 


Leu 


Ser 


Phe 


Ala 


Lvs 


Asp 


Phe 


Phe 


Ala 


Arg 


Pro 


Tyr 


Lys 


Gin 


Asp 






115 










120 










125 








Ser 


Ser 


Val 


Glu 


Ala 


Phe 


Phe 


Lys 


Arg 


His 


Ser 


Ser 


Ser 


Lys 


Leu 


Arg 




130 










135 










140 










-CT..L y 


Asn 


Leu. 


Leu. 


Asn 


Pro 


lie 


Ser 


He 


Ala 


He 


Arg Ala 


Gly 


His 


Ser 


145 










150 










155 










160 


His 


lie 


Leu. 


Ser 


Ala 


Gin 


Met 


Ala 


Tvr 


Pro 


Glu 


Leu 


Thr 


Arg 


Arg 


Glu 










165 










170 










175 




r\±. a. 


pin 

bill 


XLXJl 


Gly 


Ser 


Leu. 


Leu 


Arg 


Ser 


Tvr 


Leu 


Lys 


Asp 


Phe 


Pro 


Lvs 








180 










185 










190 










al y 


Thr 


Glv 


Pro 


Tvr 


Leu 


Ala 


Thr 


Leu 


Arg 


Ser 


Gly Met 


Gly 






195 










200 










205 








L v Jcr l— 


Leu 


Thr 


Gin 


Ala 


Leu 


His 


Asp 


Lvs 


Leu 


Pro 


Ala 


Thr 


Trp 


Tyr 


Phe 




210 










215 










220 










Ser 


Ala 


Pro 


Val 


Ser 


Lvs 


lie 


Arg 


Gin 


Leu 


Ala 


Asn 


Gly 


Lys 


He 


Ser 


225 










230 










235 










240 


Leu 


Ser 


Ser 


Pro 


Gin 


Glv 


Glu 


He 


Thr 


Gly 


Asp 


Met 


Leu 


He 


Tyr 


Ala 










245 










250 










255 




Gly 


Ser* 


Val 


His 


Asp 


Leu 


Pro 


Ser 


Cys 


Leu 


Glu 


Glu 


He 


Pro 


Glu 


Thr 








260 










265 










270 






Lys 


Levi 


lie 


Lys 


Gin 


Thr 


Thr 


Ser 


Ser 


Trp 


Asp 


Leu 


Ser 


Cys 


Val 


Ser 




275 










280 










285 








r .01 1 

ijcu 


m v 

v.? X y 


Trn 
li P 


His 


Ala 


Ser 


Leu 


Pro 


He 


Pro 


His 


Gly 


Tyr 


Gly Met 


Leu 




290 










295 










300 










"Plies 
xr lit: 


Ala 


Asp 


Thr 


Pro 


Pro 


Leu 


Leu Gly 


He 


Val 


Phe 


Asn 


Thr 


Glu 


Val 


3 05 










310 










315 










320 


Phe 


Pro 


Gin 


Pro 


Glu 


Arg 


Pro 


Asn 


Thr 


He 


Val 


Ser 


Leu 


Leu 


Leu 


Glu 










325 










330 










335 




vj±y 


rix y 




His 


Gin 


Glu 


Glu 


Ala 


Tyr 


Ala 


Phe 


Ser 


Leu 


Ala 


Ala 


He 








340 










345 










350 






Ser 


GlU 


Tyr 


Leu 


Gin 


lie 


Tyr 


Thr 


Pro 


Pro 


Gin 


Ala 


Phe 


Ser 


Leu 


Phe 






355 










360 










365 








Ser 


Pro 


Arg 


Glu 


Gly 


Leu 


Pro 


Gin 


His 


His 


Val 


Gly 


Phe 


He 


Gin 


Ser 




370 










375 










380 










Arg 


Gin 


Arg 


Leu 


Leu 


Ser 


Lys 


Leu 


Pro 


His 


Asn 


He 


Lys 


He 


Val 


Gly 


385 










390 










395 










400 


Gin 


Asn 


Phe 


. Ala 


Gly 


Pro 


Gly 


Leu 


Asn 


Arg 


Ala 


Thr 


Ala 


Ser 


Ala 


Tyr 










405 










410 










415 




Lys 


Ala 


lie 


Ala 


Ser 


Leu 


Leu 


Pro 



















420 



(2) INFORMATIONS POUR LA SEQ ID NO : 656: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 856 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : complement ( 647109 649676) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 656: 

Lys He Leu His Arg Ser Phe Gin Asn Gly Leu Leu Arg Cys Pro His 

15 10 15 

Asp Glu Lys Ser Leu Gin Ser Ser Leu Lys Arg Asn Lys Gin Val Phe 
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25 30 



Ph . His « - ,1. «r « ^ - - -V ~ cys « Trp - 

« xx* oxy » «y cys J- -xy - - Pr ° ~ S " 

Gly 11 ox. c ys « vL « ». - - - «- - JT 
SL - «. xx. - 7 4 - - »• « «• TO1 is " iT s " 

85 ^ mu r Ala Thr Trp Leu lie Cys 

ser Ser Leu Ser Glu Lys Asp Trp Glu Thr Ala rp ^ 

1°° T riv Glu Gin Glu Leu Cys Ser 

Glu Tyr He Arg Gly Ser Leu Lys Arg Gly ^ 

Glu L eu iS Lys Pro Leu Phe Ser ~ - Val Me, Pro Pro Gin Ser 
Lys ila A rg lie Lys «£ S «P - Val Leu Asn P» - ^ 

^ L eu Lys Asp Leu iS Arg Leu Leu Glu Ser Ser Gly Cys Ser Ser 
165 „ TQ11 Tvr Asn Met Thr Leu His 

Ser Pro Gin Asp His Leu Leu Leu Ser Leu Tyr Asn ^ 

180 *i„ riu lie Leu Phe Ala Arg Glu Gin 

ser Ser Tyr Glu Asn Lys Lys Ala Glu ^ 

Lys Asn £ Gin Asp Ala Leu Lg Leu Cys Glu Glu Leu Gin Glu Asn 
Le u Thr Ser Gly Leu Cys Ser Pro Leu Ser Thr Val Tyr Glu Val Og 

„c 230 Trp Glu Qln Glu 

22b „ T i„ c er Leu Ala lie Arg J-J-f 

Gin Ala Phe Leu Lys Arg He Ser u 255 

245 „ tio riu Leu Leu Leu Ala Tyr Cys 

Lys Glu Leu Gin Gly Ser Pro Ser lie Glu 27Q 

260 * la Glu Ala Val Glu Gin Leu lie Lys Lys 

Ser Ala Glu Glu Ser Tyr Ala Glu Ala ^ 

275 t a c-o Ara Ser Gin Glu Val Asp Ala He Leu 

He Glu Leu Gly Ser Leu Asp Arg Ser G ^ 

Ph . x «. ~ « ~ - - - ™ Us ° iu ™ *-* r 3 0 

£ Glu « Glu »X £ XX. S« Gly Oly Hi= ^ - - ~ »■ 

^ s « Gln «u s - ~ - - °» Gin ~ ss ws * 

s . t ox» xx. gi„ - - « « ~ AW - ™ X 

PB . V,X S ~ Hi. W. Sr «. GXu *r «J - - « 

ws w - - ™ ™ ph - ser s Ma Glu Glu * la ~ 

35 Jx xx. «. - - *» - " ly V * 1 ~ LW 5X ° 1U 

S " S " V * 1 11 Jo! " "° Tyr l.ys Gly His Tyr Aia 

Thr Tyr Giu Tyr Leu Gly cys L..U Ala cys Tyr w 

420 t? ^ t.v. GXy Trp Gly "9 Glu 

s« »x. i*. ««. — pM l ~ a; "* ^ w y i« a „ pr0 

,S P *la ^y XX. GXy Tg - « ^ -1 « Glu L y, « « 

Ile £S cys GXn GXr. « SI oxu GX„ v a X s.r « ser P.. s.r Hxs 

S gxu « ^ Z - „ Mg » - - « •» SS ° ly 
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Lys Glu Gly Ser 
500 

Ser Glu Glu Glu 
515 

Xaa His Arg Glu 
530 

Asp Gin Leu Asp 
545 

Gin Thr Glu Asp 

Leu Tyr Glu Gly 
580 

Thr Leu Phe Glu 
595 

Gin Asp Pro Ser 
610 

Ala Ser Leu Trp 
625 

Thr Ser Glu Asn 

Arg Pro Trp Gly 
660 

Tyr Leu Ser Gly 
675 

Glu Leu Phe Pro 
690 

Ala Arg Gly Glu 
705 

Ala Leu Glu* Thr 

Ala Trp Ala Pro 
740 

Tyr Leu Tyr Leu 
755 

lie Gin Glu Glu 
770 

Asp Pro Pro His 
785 

Leu Ala His Val 

Leu Leu lie Ser 
820 

Gin Glu Tyr lie 
835 

Glu Leu Leu Ala 
850 



Ser Phe Phe Lys 

Phe Tyr Gly Xaa 
520 

Lys Leu Ser Cys 
535 

Arg Glu lie Gin 
550 

Leu Leu Val Arg 
565 

Ser Phe Val Ser 

Lys Ser lie Leu 
600 

Ala lie Gin Gin 
.615 

Gin Ser Ser Leu 
630 

Pro lie Ser Lys 
645 

Asp Arg Leu Tyr 

Asp Thr Glu Leu 
680 

Asn Ser Pro Leu 
695 

Gly Asp Pro lie 
710 

Phe Thr Glu Asn 
725 

Leu Tyr Tyr Leu 

Gly Asn Val Ser 
760 

Trp Asp Ala Pro 
775 

lie Arg Val Ser 
790 

Tyr Glu Ala lie 
805 

His lie Glu Lys 

Gly Lys Met Leu 
840 

Asp Ala Ser Trp 
855 



Val Leu Gly Ser 
505 

Leu Leu Lys Glu 

Ser Pro lie Gin 
540 

Leu Arg Leu Thr 
555 

Arg Lys Leu Ser 
570 

Trp Gly Ser Ala 
585 

Gin Cys Phe Ser 

lie Ala Glu Ala 
620 

Arg Met Val Trp 
635 

Ala Tyr Ser Leu 
650 

Leu Leu Gin Tyr 
665 

Leu Glu Tyr Leu 

Leu Pro Leu Val 
700 

Arg Lys lie Ala 
715 

Ser Leu Leu Ala 
730 

Met Arg Met Asp 
745 

Lys Ser Asp Thr 

His His Pro Tyr 
780 

Leu Glu Met Arg 
795 

Gin Ala Thr Glu 
810 

Arg Phe Phe Gin 
825 

Thr Phe Thr Ser 



Ser Arg Xaa Leu 
510 

Met lie Ser Arg 
525 

Arg Leu Val Tyr 

Glu Thr Leu lie 
560 

Leu Trp Arg Ala 
575 

His Gin Asn Gin 
590 

Ala Leu Ser Gin 
605 

Phe Ser Ser Gly 

Ala Val Ser His 
640 

Gly lie Ser Asp 
655 

Ser Leu Glu Gin 
670 

Thr Gin Phe Pro 
685 

Tyr Tyr Leu Gin 

Trp Leu Thr Lys 
720 

Lys Glu Met Lys 
735 

Leu Ala Glu Thr 
750 

Leu Phe Glu Ala 
765 

Val Lys Leu lie 

Trp Val Ser Gly 
800 

Gin Arg Asn Ala 
815 

Thr Arg Pro Arg 
830 

Ser Leu Cys Arg 
845 



(2) INFORMATIONS POUR LA SEQ ID NO: 657: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 125 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 649 97 0 650344 
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(xi> DESCRIPTION DE LA SBBUESCE: SEQ ID HO: 657 = 

M . t ai« l« .ys »p *r L y a* «« » L " L « u S" S " 

Gin ain Asn Lu ,.u Lys Al, «. I*. «* »» W »£■ 
□ in Ar 0 Val 22, Thr «u - ne Lys ~ «!« ~ - V " 
^ Ar g Lys Cl» S.r lie Lys »a „1„ Lys « OJ, «. «= Lys Lys 
s. r Lys Ala Ala Ala Lys Lys Ala Lys Ala Ala Ala Lys Lys Pro «1 
2, Ala Thr Lys Thr Al. Lys Lys Ala cys Thr Lys « Thr cy. 
Ala Thr Lys Ala Lys val Lys «• W W "» »a Pro Lys Thr 

Lys val Lys Thr Ala Lys Lys Thr Arc, s.r Thr Lys Ly. 

115 1ZU 

(2) INFORMATIONS POUR LA SEQ ID NO: 658: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 435 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vi ii) POSITION DANS LE GENOME : 650418 .. 651722 
(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 658: 
Ser Leu Leu Phe Phe Leu Leu Ser Phe Pro Phe Ser Gin Arg Gin Val 
Leu Ala Asn Lys Ser Thr Thr Ser His Leu Leu Trp Arg Lys Asn Leu 
Ser Leu Ser Leu oiy ^ -u Leu Ser Cys ^ Arg Asn Cys Lys 

His Phe Giy val cys Gly Gly cys Ser Ser Pro Gin Met Glu Tyr Ala 
Ser Ser Leu Lys Thr Lys Glu Leu Ala Leu His Asn Leu Phe Ala Pro 
ZL lie Pro ser Gin Asn XI. -u Pro Val He Pro Cys Ser Pro Leu 
L eu Ar, Gly Ar. Asn Lys Me, Glu Phe Ser Phe Tyr Gin Thr Val Asp 
oly Glu Lys Tnr Leu Gly Phe lie Ser Pro Ser Lys Pro Lys Lys Gly 

115 — ttt- no asr> Glu Arg Ala Met Asp He 

He Pro lie Thr Glu Cys Leu Met lie Asp Glu Arg 

130 m mv,^ jvia His Pro Asp Leu Ser Ala 

LeU Asn lie Thr Arg Ser Trp Trp Thr Ala His Pro A p ^ 

£ Tyr Pro Pro Leu Asn Lys Gly Ser Leu Cys Thr He Thr Val Arg 
val Gly Asn He Ser Asn Asp Phe Met He He Leu Thr Thr Ser Gly 

180 
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Arg 


Glu 


Glu 


Phe 


Ala 


Val 


Pro 


Leu 


Asn 


He 


He 


Gin 


Glu 


Trp 


Gin 


Gin 




195 










200 










205 








Ser 


Leu 


Leu 


Asp 


Ser 


Gly 


Leu 


Pro 


He 


Thr 


Ser 


He 


Phe 


Trp 


Glu 


Glu 




210 










215 










220 










Lys 


Leu 


Ser 


Ala 


Arg 


Asn 


Ser 


Pro 


Thr 


Thr 


Phe 


Arg 


Thr 


Thr 


His 


Leu 


225 










230 










235 










240 


Tyr 


Gly 


Ala 


Pro 


Phe 


Leu 


Lys 


Gin 


Gin 


Leu 


Ser 


He 


Asp 


Gly 


Arg 


Ser 








245 










250 










255 




Ser 


Leu 


Phe 


His 


He 


Arg 


Pro 


Arg 


Ser 


Phe 


Phe 


Gin 


Pro 


Gin 


Ser 


Leu 








260 










265 










270 






Gin 


Ala 


Glu 


Lys 


He 


He 


Gin 


Thr 


He 


Lys 


Glu 


Phe 


He 


Asp 


Pro 


Cys 






275 










280 










285 








Gly 


Glu 


Glu 


Thr 


Leu 


Leu 


Asp 


Leu 


Tyr 


Cys 


Gly 


Ala 


Gly 


Thr 


He 


Gly 


290 










295 










300 










lie 


Leu 


Leu 


Ala 


Pro 


Tyr 


Val 


Lys 


Lys 


He 


He 


Gly Val 


Glu 


Leu 


Val 


305 










310 










315 










320 


Pro 


Asp 


Ala 


Val 


Ala 


Ser 


Ala 


Gin 


Glu 


Asn 


He 


Gin 


Leu 


Asn 


Ser 


Val 








325 










330 










335 




Asp 


Met 


Glu 


Val 


Phe 


Leu 


Glu 


Asp 


Ala 


Lys 


Gin 


Phe 


Cys 


Lys 


Arg 


Asn 






340 










345 










350 






Glu 


Asn 


Leu 


Pro 


Ser 


Pro 


Asp 


He 


Val 


Val 


He 


Asp 


Pro 


Pro 


Arg 


Cys 






355 










360 










365 








Gly Met 


Gin 


Asn 


Lys 


Ala 


Leu 


Lys 


Tyr 


Leu 


Leu 


Arg 


Met 


Ala 


Pro 


Lys 




370 










375 










380 










Lys 


He 


Val 


Tyr 


Val 


Ser 


Cys 


Asn 


Pro 


Leu 


Thr 


Gin 


He 


Gin 


Glu 


Cys 


385 










390 










395 










400 


Ser 


Val 


Leu 


Val 


Glu 


Gin 


Gly Tyr 


Gin 


Leu 


Arg 


His 


Met 


Gin 


Pro 


He 










405 










410 










415 




Asp 


Gin 


Phe 


Pro 


His 


Thr 


Asn 


His 


Leu 


Glu 


Asn 


He 


Val 


Leu 


Leu 


Glu 






420 










425 










430 






Arg 


Leu 


Ser 





























435 



(2) INFORMATIONS POUR LA SEQ ID NO : 659: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 162 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lin£aire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 651686 652171 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 659: 

Ser Phe Gly Lys Tyr Cys Ala Leu Arg Lys Ala Phe Leu Lys Gin Glu 

15 10 15 

Ser Leu He Pro Asn Ala Val Pro Ser Gly Lys Gly Leu He Pro Leu 

20 25 30 

Ser Ser Cys Val Asn Leu Ser Phe Leu Thr Leu He Lys Gly Thr Ser 

35 40 45 

Met Tyr Ser Arg Leu Phe Phe Ser He Leu Xaa Phe Leu Gly Cys Cys 

50 55 60 

Pro Ala Leu Phe Ala Asp Thr Asp Ser Pro Gin Arg Ala Thr Phe Gly 
65 70 75 80 

Gin Pro Ala Val Met Leu Gly He Ala He Val Phe Phe Tyr Phe He 
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85 90 



wu Trp Arg Pro Glu «» xaa Ar g Arg cl„ Ala Mat Olu Lys Arg Lys 
ser Glu L.u "la V,l ffly MP WJ Val Thr Al, Met Gly II. »1 Gly 
Th r II. Ala 0!U II. Arg Glu xaa Thr val II. L.u As„ He Ala s.r 
Oly Ly" II. Glu He L.u Si *r Ala II. s.r Olu II. L.u Lys Ala 

145 150 
Glu Lys 



(2) INFORMATIONS POUR LA SEQ ID NO: 660: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 131 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : OUi 

(viii) POSITION DANS LE GENOME : 652516 .. 652908 
(xi , DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 660: 
II. Ser Gly He Ala He Pro Ser Pro Cys oly Oly I*. Ala Ala Cys 
Lys Gin Cys Lys Val Arg He Thr Lys Asn Ala Asp Olu Pro Leu Glu 
T nr Asp Arg Ser Thr ^ Ser Lys Gin Gin Leu Glu Gin Gly Trp Arg 
L eu Ser Cys Gin Thr Lys Val Gin His Asp Leu Cys Leu Glu Val Glu 
ASP Arg Tyr Phe Asn Ala Ser Ser Tr P Glu Gly Thr Val Val Ser Asn 
Su Asn Val Ala Thr Phe lie Lys Glu Leu Val Leu Ser Val Asp Pro 
ser Arg Pro He Pro Phe Lys Pro Gly Gly Tyr Leu Gin lie Thr Val 
Pro Pro Tyr Lys Thr Asn Thr Phe Gly Leu Glu Ala Asp Tyr Gly Ser 
115 120 



Pro lie Leu 
130 



(2) INFORMATIONS POUR LA SEQ ID NO: 661: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 265 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : 652799 653593 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 661: 



lie 


Leu 


Arg 




T.Ql 1 




Leu 


Leu 


Asn 


Leu 


GlU 


Ala 


He 


Tvr 


Lys 


Leu 


i 

J. 








5 










10 










15 




Pro 


Phe 


Leu 


Leu 


He 


Lys 


Pro 


He 


Leu 


Ser 


Asp 


Tro 


Lys 


Gin 


Thr 


Met 








20 










25 










30 






Asp 


Pro 


Gin 


Tyr 


TVr 
i i I 


Ser 


Asp 


Trn 


Glu 


Thr 


Phe 


His 


Leu 


Phe 


Asp 


Gin 






35 










40 










45 










lie 


Asp 


Asn 


Leu 


Ser 


Leu 


Asd 


Thr 


Asp 


Ser 


Ala 


Asn 


Lvs 


Ala 


Tyr 




50 










55 










60 










Del 


Leu 


Ala 


Ser 


TVr 


Pro 


Ala 


GlU 


Leu 


Pro 


Leu 


He 


Lvs 


Phe 


Asn 


Val 


O J 










70 










75 










80 


Air 5 


He 


Ala 


Thr 


Pro 


Ser 


Phe 


Val 


Asp 


Gin 


Ala 


Pro 


Asd 


Pro 


Thr 


He 








85 










90 










95 




Pro 


Trp Gly Val 


v_ys 


Ser 


Ser 


Tvnr 


He 


Phe 


Ser 


Leu 


Lys 


Pro 


Glv 


Asp 








100 










105 










110 






Lys 


Val 


Met 


Val 


Coy* 


Gly 


Pro 




Gly Glu 


Ser 


Phe 


Met 


Lvs 


GlU 


Asn 




115 










120 










125 








Asn 


Arg 


Pro 


Val 


Tip 


Phe 


Leu 


He 


Gly Gly 


Ala Gly 


Ser 


Ser 


Phe 


Gly 




130 










135 










140 










Arg 


Ser 


His 


He 


Leu 


AspJ^eu 


Leu 


Leu 


Asn 


Lys 


His 


Ser 




Arcr 


Glu 


145 










150 










155 










160 


Leu 


Thr 


Leu 


Trp 


ryr 


Gly 


Ala 


Arg 


Ser 


Leu 


Lys 


Glu 


Asn 


He 


Tvr 


Gin 










165 










170 










175 




Glu 


Glu 


Tyr 


Glu 


Lys 


Leu 


Glu 


Lys 


Glu 


Phe 


Pro 


Asn 


Phe 


His 


Tyr 


His 






180 










185 










190 






Leu 


Val 


Leu 


Ser 


Gin 


Pro 


Leu 


Gin 


Glu 


Asp 


Leu Asp 


Gin 


Gly 


Trp 


Asp 






195 










200 










205 








Lys 


Asn 


Asp 


Pro 


lie 


Lys 


Thr 


Asn 


Phe 


Leu 


Phe 


Lys 


Ala 


Phe 


Glu 


Leu 




210 










215 










220 










Gly Gin 


Leu 


Ser 


His 


Leu 


Pro 


Asn 


Pro 


Glu 


Asp 


Tyr 


Leu 


Tyr 


Tyr 


Val 


225 










230 










235 










240 


Cys 


Gly 


Pro 


Ala 


Leu 


His 


Asn 


Ser 


Ser 


He 


Leu 


Thr 


Val 


Leu 


Asp 


Asn 






245 










250 










255 




Tyr 


Gly Val 


Ser 


Ala 


Leu 


Leu 


Leu 


Phe 

















260 265 



(2) INFORMATIONS POUR LA SEQ ID NO: 662: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 572 acides amines 

(B) TYPE: acide amin<§ 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: 66013 6 661851 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 662: 

Met Lys Arg Thr Pro Ala Pro Leu Ala Phe Arg Lys Ala Ala Ala Phe 

15 10 15 

Gly Ala He Pro Val Cys Cys Ala Val Leu Leu Ser Met He Ser Pro 

20 25 30 

Ala Gin Asn Leu Pro Gin Phe Leu Ala Thr Arg Val Pro Met Val Val 

35 40 45 

Met Asp Leu Gin Pro Pro Lys Ala Tyr Leu Gly Gly He Pro Phe Tyr 



1389 



, ser Phe ser Leu Lys Leu Leu He Gly Ala 

L eu Leu Tyr » «Y » 

65 . Ile Phe Leu Ala He Leu Leu y 

Val Gly Thr Gly Leu He Ph g() 9 

Ile Pro Lys Ser Phe Val Leu Lys Lys Lys Ala Leu 
*** foo Asn 1% phe Ala Cys Trp Asn Ala 

ASP Leu Leu Lys P.e Leu I*. £j ^ Ty 

cys Lys S - - - S ~ Val Asn Asn £ ~ « ^ 
Olu S ~ Leu Arg Val Ser Ser Pro £ - > ^ 

145 T t P u Pro Thr Pro Val He Ser Leu Pro Le 

« L,u Lys £ v ^ _ ^ mt tl « • « « «. 

As p Leu His Asp « ■ 1S5 ^ £ Asp M 

Pro Thr Lys Arg Thr Leu Ser vr ^ 

Ss J™ Ala ser Ala Pro Ala Gin Thr ser 

Pro Asn Leu Leu Pro Lys Asp Ser 

210 p ro Thr Pro ser Pro Phe Val Leu Ala Gly Asp 

^ r Lys Pro Leu Pro Thr 5 ^ 

225 Dr „ G ln Tyr His Leu Leu Ser Lys Arg A 

Pro Asp Leu Pro Gin Ty ^ ^ ^ ^ 

«, ^ T«, Leu Glu Glu Leu Lys Lys Ly 
Pro Glu ser Leu ^ ^ ^ cys 

^ Thr Gly val 
Gly So Thr Leu Ala Ala Phe Glu Val Leu Pro Asn Thr 

Ser Gly Pro in 2g5 Asn Leu 

290 ti p Lvs Ala Leu Glu Asn Asp He Ala 

Lys val Gin Lys He Lys 

305 e r He Arg He He Ala Pro He Pro u y 

Gin Ala Ser Ser lie Arg ^ ^ 

, -ne Glu He Pro Asn Pro Asp Pro Gin Pro V ^ 
Val Gly He Glu lie ^ 

340 r , v Qln Arg Leu Gin vax 

T „ n» asp Tyr Gin Lys Gly mr 
a ,p Leu Leu Glu W ^ ^ ^ Mp M 

t«i Leu Gly Arg Lys Ala Asn i»iy f 
--r 6 Leu S xle Ala Gly Thr Thr Gly ser Gly Lys 

Ala Thr Met Pro Hi. Leu ^ ^ 

385 acn Thr Iie val Met Ser Leu lie Me 

s « »i cys n. » «r v ^ ow ^ 

Pro Thr Asp He Lys Leu VI II. «1 » 

420 n „ Hls Met Leu Thr Pro Val He inx 

^r Gly ^ Ser Gin Leu Pro Hx. 

435 n To „ Tle Tr p Leu Val Arg Glu me 

« Lys Glu Al, Hi. » — ™ 460 s „ 

450 , „» i,.u Arg Phe Leu Oly Leu M A»i> 4S0 

wu «„ W Olu II. L.u Arg ^ ^ 

i£ Asn « « - - ~ - 7 £ ^ le Ile Asp S£ Leu 

- "« - loo ~ - " Z S I I - - K »• - 

»„, reu Leu Leu Ser Ser Ser His Asp 
Ser Asp Leu ueu. ^ 52Q 
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Arg Leu Ala Gin Met Ala Arg Ala 

530 535 
Thr Gin Arg Pro Ser Arg Asp Val 
545 550 
Ser Leu Leu Glu Ser Pro Leu Lys 
565 



Val Gly lie His Leu lie Leu Ala 
540 

lie Thr Gly lie lie Lys Ala Asn 
555 560 
Leu Pro Thr Lys 
570 



(2) INFORMATIONS POUR LA SEQ ID NO : 663: 

(i) CARACTERI ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 181 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: 661740 662282 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 663: 



Ser 


Cys 


Arg 


Asn 


Pro 


Pro 


Asn 


Leu 


Ser 


Asn 


Thr 


Thr 


Pro 


Phe 


Ser 


Arg 


1 








5 










10 










15 




Cys 


Asp 


His 


Arg 


Asn 


Asn 


Gin 


Ser 


Lys 


Phe 


Pro 


Ser 


Arg 


He 


Ala 


Phe 








20 










25 










30 






Lys 


Val 


Ala 


Asn 


Lys 


Val 


Asn 


Ser 


Gin 


He 


He 


He 


Asp 


Glu 


Pro 


Gly 






35 










40 










45 








Ala 


Glu 


Asn 


Leu 


Met 


Gly 


Asn 


Gly 


Asp 


Met 


Leu 


Val 


Val 


Ser 


Pro 


Gly 




50 










55 










60 










Ser 


Phe 


Ala 


Pro 


Val 


Arg 


Val 


Gin 


Gly 


Ala 


Tyr 


He 


Cys 


Asp 


Asp 


Asp 


65 










70 










75 










80 


He 


Asn 


Lys 


Val 


He 


Lys 


Asp 


Leu 


Cys 


Ser 


Arg 


Phe 


Pro 


Cys 


Lys 


Tyr 










85 










90 










95 




Val 


He 


Pro 


Ser 


Phe 


Asn 


Thr 


Tyr 


Asp 


Asp 


Pro 


Gly 


Ser 


Met 


Asp 


Pro 








100 










105 










110 






Glu 


Asp 


Leu 


Asp 


Pro 


Leu 


Phe 


Asn 


Gin 


Ala 


Lys 


Thr 


Leu 


Val 


Leu 


Gin 






115 










120 










125 








Thr 


Gly 


Asn 


Ala 


Ser 


Thr 


Thr 


Phe 


Leu 


Gin 


Arg 


Lys 


Leu 


Lys 


He 


Gly 




130 










135 










140 










Tyr 


Ala 


Arg 


Ala 


Ala 


Ser 


He 


He 


Asp 


Gin 


Leu 


Glu 


Glu 


Ala 


Arg 


He 


145 










150 










155 










160 


Val 


Gly 


Pro 


Ser 


Glu 


Gly 


Ala 


Lys 


Pro 


Arg 


Gin 


He 


Leu 


Val 


Gin 


Leu 










165 










170 










175 




Ser 


Asn 


Gin 


Asp 


Asp 

























180 



(2) INFORMATIONS POUR LA SEQ ID NO: 664: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 63 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 662286 .. 663 074 
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(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO, 661. 

ser M.t Mu My Ph. cys Pro He Ala s« My ser Ly, oly As„ cy. 

Ala W L.u OIV ^ «■ — <*■ Sf " U " e 30 U 

Ser Lys M» Ala val Thr Mu Ala L.u His s.r « My II. HI. «. 

Mu Asp S. Ola My II. «- "l »r His M« His ser Asp His He 

Ai. My Leu Ar g ser Ph. II. Lys » Tyr A f Thr Pro II. H. cys 
Asn H. MU Thr Ala « s.r L.u Ar 3 M» L.u L.u -> «• 
Tbr Ph. Lys II. P- Thr Thr My His Ars Ph. S.r Leu Mo Asp L.u 
Ar g vai Mn Thr Ph. AS. va! Pro His Asp A!* Va! Asp Pro V.i My 
Ph. II. Ph. M» Tyr s.r My M.t Lys Leu My Ph. cys Thr Asp Leu 
My Trp val Thr s.r Trp II. Thr His Leu Leu cys Asp cys Asp Tyr 
Leu L.u II. Mu s.r 2n His Asp Pro Mu M.t Val Leu Ar g s.r S.r 
Ar 9 Pro Mu s.r cys Lys M» Ar g II. L.u S.r Lys «» My His II. 
ser Asn Ala So Cys My Aia L.u Leu Mn Aro V,l L.u Tur Pro Ar g 
,„ Lys Lys II. W - Ala His Leu Ser L.u Mu Cvs « Tnr Ala 

210 , „«_ c.=>- na Tie Gin Glu He Thr Asp 

Glu Gin Ala Leu Asn Thr Val Thr Ser Ala lie Gin gi ^ 

225 , t-, J?! nn ser Ser Oly He Thr Asp Pro He Phe 

Val His Pro Val He Ala Gin Ser £>er ^xy 255 



245 

Phe Ser Ala Pro Ser Leu Val 
260 



(2) INFORMATIONS POUR LA SEQ ID NO: 665: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 260 acides amines 

(B) TYPE: acide amin6 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIOUE : oui 

(vli i) POSITION DANS LE GENOME : 662951 .. 663730 

(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 665: 

^ Gly Arg Ala Ser Phe Glu Tyr Ser Asp Val Cys His Ser Arg Asp 

Ji. Ar 9 cys ser Ser Arg Asn Cys Ser Lys Phe Trp His Tyr Arg Ser 

^ Phe Leu Phe Cys Ser Glu Pro Cys Met Thr Thr Asn Ser Thr Gin 
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Asp 


Thr 


Leu 


Tyr 


Leu 


Ser 


Leu 


His 


Gly Gly 


He 


Asp 


Ser 


Ala 


He 


Pro 


50 










55 










60 










Tyr 


Pro 


Val 


Arg 


Arg 


Val 


Glu 


Gin 


Leu 


Leu 


Gin 


Phe 


Ser 


Phe 


Leu 


Pro 


65 










70 










75 










80 


Glu 


Leu 


Gin 


Phe 


Gin 


Asn 


Ala 


Ala 


Val 


Lys 


Gin 


Arg 


He 


Gin 


Arg 


Leu 










85 










90 










95 




Cys 


Tyr 


Arg 


Glu 


Glu 


Lys 


Arg 


Leu 


Ala 


Val 


Ser 


Ser 


Leu 


Ala 


Lys 


Trp 








100 










105 










110 






Leu 


Gly 


Gin 


Leu 


His 


Lys 


Gin 


His 


Leu Arg 


Ala 


Pro 


Lys 


Asn 


Pro 


Pro 






115 










120 










125 








Val 


Ala 


He 


Cys 


Trp 


He 


Asn 


Ser 


Tyr 


Val 


Gly Tyr 


Gly Val 


Phe 


Ala 




130 










135 










140 










Arg 


Glu 


Ser 


He 


Pro 


Ala 


Trp 


Ser 


Tyr 


He 


Gly 


Glu 


Tyr 


Thr 


Gly 


He 


145 










150 










155 










160 


Leu 


Arg 


Arg 


Arg 


Gin 


Ala 


Leu 


Trp 


Leu 


Asp 


Glu 


Asn 


Asp 


Tyr 


Cys 


Phe 










165 










170 










175 




Arg 


Tyr 


Pro 


Val 


Pro 


Arg 


Tyr 


Ser 


Phe 


Arg 


Tyr 


Phe 


Thr 


He 


Asp 


Ser 








180 










185 










190 






Gly 


Met 


Gin 


Gly 


Asn 


Val 


Thr 


Arg 


Phe 


He 


Asn 


His 


Ser 


Asp 


Asn 


Pro 






195 










200 










205 








Asn 


Leu 


Glu 


Ala 


He 


Gly Ala 


Phe 


Glu 


Asn 


Gly 


He 


Phe 


His 


He 


He 




210 










215 










220 










He 


Arg 


Ala 


He 


Lys 


Asp 


He 


Leu 


Pro 


Gly 


Glu 


Glu 


Leu 


Cys 


Tyr 


His 


225 










230 










235 










240 


Tyr 


Gly 


Pro 


Leu 


Tyr 


Trp 


Lys 


His 


Arg 


Lys 


Lys 


Arg 


Glu 


Glu 


Phe 


Val 










245 










250 










255 




Pro 


Gin 


Glu 


Glu 



























260 



(2) INFORMATIONS POUR LA SEQ ID NO : 666: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 156 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 663745 6642 12 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 666: 



He 


Gin 


Glu 


Thr 


Ser 


He 


Met 


Gin 


Leu 


Thr 


Ser 


Gin 


Ala 


Phe 


Ser 


Tyr 


1 








5 










10 










15 




Gly Arg 


Pro 


He 


Pro 


Lys 


Lys 


Tyr 


Ser 


Cys 


Gin 


Gly 


Val 


Gly 


He 


Ser 








20 










25 










30 






Pro 


Pro 


Leu 


Ser 


Phe 


Ser 


Asp 


Val 


Pro 


Arg 


Glu 


Ala 


Lys 


Ser 


Leu 


Val 






35 










40 










45 








Leu 


He 


Val 


Glu 


Asp 


Pro 


Asp 


Val 


Pro 


Pro 


Ser 


Val 


Arg 


Glu 


Asp 


Gly 




50 










55 










60 










Leu 


Trp 


He 


His 


Trp 


He 


Val 


Tyr 


Asn 


Leu 


Ser 


Pro 


Val 


Val 


Ser 


Asn 


65 








70 










75 










80 


Leu 


Ala 


Glu 


Gly 


Ala 


Gin 


He 


Phe 


Ala 


Val 


Gin 


Gly 


Leu 


Asn 


Thr 


Ala 








85 










90 










95 




Gly 


Glu 


He 


Gly 


Tyr 


Cys 


Pro 


Pro 


Cys 


Pro 


Pro 


Asp 


Ala 


Lys 


His 


Arg 






100 










105 










110 






Tyr 


Tyr 


Phe 


Tyr 


Ala 


Tyr 


Ala 


Leu 


Asp 


Val 


Val 


Leu 


Ser 


Asp 


Glu 


Glu 
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Pro Val He Val Ala Val Val Cys Ser He Thr Met Met Val Leu Leu 
III Thr Oly Ala Tyr £ Ser Gly Qlu Oly Val Leu Met Val Met 

Asn Ma Phe Lys III Ser Leu Gly Met Leu Oly Oly Ser Val Val Leu 
He Ser Met He Leu Phe Oly Tyr Thr Thr Ala Leu Ser Trp Phe Ala 
cys Ala Olu Lys Ser Leu Olu Tyr Met He Pro Oly Lys Arg Ala Asn 
L eu III Leu Lys Ala Xle Tyr He Ala Xle Xle Pro Met Oly oly Val 
III Oly Met Oin Phe lie Trp Ala Leu Ser Asp Leu Oly Phe Cys oly 
Met Val Xle Phe Asn Ser Xle Ser Leu Xle Ala Leu Phe Arg Olu Val 
II. Ala Thr Arg Tyr Olu Val Ala Leu Leu Arg Lys Olu Ala Oln Ala 



435 440 



Gin Ser Asp Pro Leu Arg Gin 
450 455 

(2) INFORMATIONS POUR LA SEQ ID NO : 668: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 119 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

( viii) POSITION DANS LE GENOME : complement ( 665727 .. 666083 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 6 68: 
cys Leu Leu Leu Leu He Ser Leu Leu Leu Leu Trp Leu Trp Leu Arg 
Gly Lys Leu Lys La His Tyr Arg Val Leu Olu Arg Ser lie Leu Leu 
His Leu Leu 2» Ala Leu Ala Olu Asp Pro Ala Leu lie Ala Gly Met 
Lys Lys Met oin Oly Arg Asp Trp Val Trp Asn lie Phe lie Thr olu 
L eu ser Lys Val Phe Ser Oln Ala Ala Ser Leu Oly Leu Ser Ala Leu 
£» Thr Phe Ala Ala Phe Ala Ser Thr Leu Gly Leu Asp Ser Gly Thr 

Val Thr ser He Val Asp Gly Glu Arg Trp Ala Olu Leu lie Asp Val 

100 10b 
Val He Gin Asn Pro Ala He 
115 

(2) INFORMATIONS POUR LA SEQ ID NO: 669: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 214 acides amines 

(B) TYPE: acide amine 
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( D) CONFIGURATION : lineaire 
( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement ( 665782 666423 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 669: 



Tyr 


Tyr 


Lys 


Fne 


Tift 

lie 


Phe 


Asn 






nl y 


JtrlJ.tr 




T A/^ 

J_i_y o 


Lys 


Phe 


He 


1 








c 
-> 










i n 










15 




Tyr 


Lys 


Tyr 


Ser 


rxie 


Gly Ala 


Leu 


Leu 


Leu 




Cot* 




Leu 


S er 


Gly 








20 










z z> 










J VJ 






Leu 


Ser 


Ser 


Cys 


Cys 


Ala 


Asn 


Ser 


Tyr 




Ser 






Ala 

£\ M CX. 


i_i jf i> 








3 5 




























Thr 


Ala 


Glu 


lie 


Lys 


Glu 


Glu 


Ser 


Val 


J. ± fcr 


J-jtr Li 


ajl y 


Glu 


Lys 


Pro 


Asp 




C Pi 

bU 










55 










60 










Ala 


Gly 


Cys 


Lys 


Lys 


Lys 


Ser 


Ser 


Cvs 


Tyr 


Leu 


Arg 


Lys 


Phe 


Phe 


Ser 


65 










70 










75 










80 


Arg 


Lys 


Lys 


Pro 


Lys 


Glu 


Lys 


Thr 


Glu 


Pro 


Val 


Leu 


Pro 


Asn 


Phe 


Lys 










85 










90 










95 




Ser 


Tyr 


Ala 


Asp 


Pro 


Met 


Thr 


Asp 


Ser 


Glu 


Arg 


Lys 


Asp 


Leu 


Ser 


Phe 








100 










105 










110 






Val 


Val 


Ser 


Ala 


Ala 


Ala 


Asp 


Lys 


Ser 


Ser 


He 


Ala 


Leu 


Ala 


Met 


Ala 






115 










120 










125 








Gin 


Gly 


Glu 


lie 


Lys 


Gly Ala 


Leu 


Ser 


Arg 


He 


Arg 


Glu 


He 


His 


Pro 




130 










135 










140 










Leu 


Ala 


Phe 


Val 


Thr 


Ser 


Ser 


Cys 


Arg 


Arg 


Ser 


Cys 


Phe 


Asn 


Cys 


Trp 


145 










150 










155 










160 


Asn 


Glu 


Lys 


Asp 


Ala 


Arg 


Thr 


Gly 


Leu 


Gly 


Leu 


Glu 


Tyr 


Leu 


Tyr 


His 








165 










170 










175 




Arg 


lie 


Lys 


Gin 


Ser 


Phe 


Phe 


Ser 


Ser 


Ser 


He 


Phe 


Arg 


Ala 


Phe 


Ser 






180 










185 










190 






Val 


Ala 


Asp 


Val 


Cys 


Arg 


Val 


Arg 


Val 


Asp 


Leu 


Arg 


He 


Arg 


Leu 


Gly 






195 










200 










205 








Asp 


Arg 


Tyr 


Leu 


Asn 


Cys 























210 



(2) INFORMATIONS POUR LA SEQ ID NO : 67 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 429 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 66683 1 668117 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 670: 

Cys Pro Cys Phe Leu Ser Thr Ser Thr Ser Arg Asn Val Pro Ser Ser 

15 10 15 

Thr Thr Lys He Gly Ser Glu Val Trp He Glu Gin Lys Val Arg Gin 

20 25 30 

Tyr Pro Glu Leu Leu Trp Leu Val Glu Pro Ser Ser Thr Gly Ala Ser 
35 40 45 
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Leu Lys s.r Pro s.r Gly Al. II- Ph. s.r Pro Thr L.u Ph. Gin Lys 
Ly s val Pro A!. Ph. Asp II. Ala VI Ar, S.r L.u II. Hi* L.u His 
Su Leu II. Gin Gly Ser Ar, sin Al. Tyr Ala Gin u. II. Gin L.u 
Gin Tnr s.r Glu Ser Pro L.u Thr Ph. Lys Oln Ph. L.u Al. L.u His 
Lys Gin L.u Thr Leu Ph. Leu Asn s.r Pro Lys Glu Ph. Tyr Asp s.r 
Val Ly. Val Leu Glu Thr Ala lie v,l L.u Ar, His L.u Gly cys s.r 
Thr Lys Ala V.l Ala Ala T* Lys Pro Tyr Phe ser Glu Met Gin Ar, 
111 Thr Ph. «, Thr Lys Ala Leu His v.l L.u His Thr Phe Pro olu 
L .u ser Pro S.r Ph. Ala Ar, L.u ser Pro Glu Gin Lys Thr Leu Phe 
Phe S.r L.u Z Lys L.u Ala Asn Tyr Asp Glu L.u L.u ser L.u Thr 
A.» Thr III S.r Ph. Gin Leu L.u s.r Ala Gly Ar, S.r Gin Ar, Ala 
L .u Leu Ala L.u Asp Leu Tyr L.u Tyr Ala Leu Asp s.r cys Gly Glu 
III Gly Met ser s.r III Ph. His Thr Asn Phe Ala Pro L.u Gin S.r 
„. t Leu Gin Gin £ Ala Thr Val Glu Glu Ala Ph. Ser Ar, Tyr Ph. 
Thr Tyr Ar, Ala Asn Ar, L.u Gly Ph. Asp Gly s.r ser Ar g s.r Glu 
„.t Ala Leu val Arg M.t Ala Thr L.u M.t Asn Leu Ser Pro ser Glu 
Al, Ala lie Leu Thr Thr s.r Ph. Lys Thr Leu Pro Thr Glu Glu Ala 
Asp Thr Leu Val Asn s.r Ph. T*r Thr Asn Lys Gly Asp S.r L.u Al. 
L .u s.r Leu Ar, III Leu Pro Thr Leu Val s.r Glu L.u Thr Ar, Thr 
Al. Ar, Gly Asn Thr Asn Al. Glu Ala Ar, s.r Gin Gin He Tyr Al. 
Thr Thr L.u S- L.u v.l Ala Lys ser L.u Lys Al. His Lys Glu M.t 
Leu Asn Lys Gin II. L.u s.r Lys Glu II. Val L.u Asp Ph. S.r Glu 

385 3 ?° ^ acn Tie Phe Ser Glu Asn Val Ala 

Thr Ala Ala Ser Cys Gin Gly Leu Asp lie Phe * ^ 

405 410 
Val Gin lie His Leu Asn Gly Thr Val Ser He His Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 85 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



1397 



(viii) POSITION DANS LE GENOME: 668121 .. 668375 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 671: 



Ser 


Lys 


Lys 


Thr 


Pro 


Asp 


Leu 


He 


Arg 


Arg 


Ser 


Ser 


Phe 


Ser 


Thr 


Pro 


1 








5 










10 










15 




Phe 


Tyr 


Ser 


Phe 


Pro 


He 


Arg 


Glu 


Asn 


Asn 


Asp 


Ala 


He 


Ser 


Lys 


Ala 






20 










25 










30 






Val 


Phe 


Met 


Pro 


Glu 


Ala 


Pro 


Lys 


Leu 


Gly 


Pro 


Leu 


He 


Pro 


Ala 


Arg 






35 










40 










45 








Ser 


Gin 


Ala 


Ala 


Ser 


He 


Leu 


Gly Ala 


Val 


He 


Thr 


Glu 


Asn 


Val 


He 




50 










55 










60 










Gly Arg 


Gin 


Lys 


Ser 


Lys 


Asp 


Arg 


Arg 


Leu 


Thr 


Pro 


Ala 


Ala 


Thr 


Leu 


65 










70 










75 










80 


Ser 


Ala 


He 


Cys 


Ser 

























85 



(2) INFORMATIONS POUR LA SEQ ID NO: 672: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 9 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 668174 .. 668470 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 672: 



He 


Pro 


Cys 


Ala 


He 


Lys 


Lys 


Leu 


Leu 


Ser 


Thr 


Ser 


Gly 


Gin 


Phe 


His 


1 






5 










10 










15 




Ala 


Val 


Val 


Ala 


Cys 


Gly Val 


Leu 


He 


Gin 


Gly Glu 


Thr 


Ser 


His 


Tyr 








20 










25 










30 






Glu 


His 


He 


Ala 


Asp 


Ser 


Val 


Ala Ala Gly Val 


Ser 


Arg 


Leu 


Ser 


Leu 






35 










40 










45 








Asp 


Phe 


Cys 


Leu 


Pro 


He 


Thr 


Phe 


Ser 


Val 


He 


Thr 


Ala 


Pro 


Asn 


Met 


50 








55 










60 










Glu 


Ala 


Ala 


Trp 


Glu 


Arg 


Ala 


Gly 


He 


Lys 


Gly 


Pro 


Asn 


Leu 


Gly 


Ala 


65 










70 










75 










80 


Ser 


Gly 


Met 


Lys 


Thr 


Ala 


Leu 


Glu 


Met 


Ala 


Ser 


Leu 


Phe 


Ser 


Leu 


He 








85 










90 










95 




Gly 


Lys 


Glu 





























(2) INFORMATIONS POUR LA SEQ ID NO: 673: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 06 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 
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(vlii) POSITION DANS LE GENOME: oKl—nt ( 668616 .. 669533 ) 
(xi> DESCRIPTION DE IA SEQUENCE : SEQ ID NO: 673: 
s.r cly s.r « s.r clu ser Ph. V.l Ar 3 Pr. «Y "1= V.l «o 
£.» II. s.r om « 0!y cly v.l «1 cl„ « Pro cly His Thr Clu 
Al, Ala M.t asp — « *, Al, cly « cm Pro cys o ly u. 
Ph. Ala clu w» v.! Asn Pro Asp Hi, ser Met M.t Arg Cl» cln cm 
V,l Za Al. Ph. Al, Clu In His Asp L.u Thr v.! II. Thr V,! Asp 
Asp — II. Thr Tyr « S Tyr Thr Tyr Asp s.r « VI Thr jy. «. 

85 „ nwvr Tvr Glv Asp Phe Ser He Tyr Val 

Ser ser Ala Arg Leu Pro Thr Lys Tyr Giy a p ^ 

Tyr clu s.r II. II. Asp cly Thr cln His Ph. Ala « Val W s cly 

Asp II. S o» =X» clu Ala val Pro Val Ar g val Hi. s.r clu cy. 

L .u T»r cly Asp II. «« cly « cv « C - 01 * " a To 

III Asp M.t Ala M.t SS Tyr II. Al. clu olu cly «a oly V.l II. 
v,l Tyr L .u A„ "ly Cl„ clu Cly a™ cly II. oly P»« cly His W s 
,1. Ar g Al, Z Ala ,.u Cln Asp L .u Cly Tyr Asp Thr V.l Asp Ala 
As„ « .£ « Oly - « II. asp Al, AT, clu Tyr Oly M.t Ala 
Al, III V,l «. Lys Asp « Cl» L .u Thr s.r V.l Ar S «. II. Thr 
»S Asn Pro Ar S Lys Ph" Ph. clu ,.u Cln Ar 0 L.u cly U. His V.l 

245 „ w a i cpr He Ser Thr Glu Asn Glu Gly 

Leu Asp Arg He lie Leu Pro Val Ser He Ser ^ 

260 nv His Trp Leu Asp Leu Pro 

Tyr Leu Arg Thr Lys Lys Glu Arg Met Gly His Trp ^ 

V S Val Glu Glu Glu Tyr Glu Thr Val Glu Arg Met Ser 

Val Leu Asp Asp Val Glu biu ^xu y ^ 



290 295 



cys Arg 
305 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 674: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 128 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(Viii, POSITION DANS LE GENOME : cox^lement (669485 .. 669868) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 674: 
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Gly 


lie 


Aia 


Ser 


vax 


fir. 


Ljlll 




Tip 

lie 


Lys 


Asp 


u a 1 
vax 




v? -i- _y 




1 








b 










1 u 








1 D 




Phe 


Val 


lie 


vai 


lie 


Asp 


r\A.cX 


nla 


Ser 


Arg 


uXU 


7\ en 


Cl~\ ii CZ~\ \r 


Asp 


Leu 








20 










^b 














He 


Leu 


Ala 


Gly 


G1U 


Lys 


vai 


Ser 


inr 


blu 


Lys 


Met 


Ser Phe 


i_l ti Li. 


J-J t= Li. 






3 b 










a n 










45 






Ser 


His 


Thr 


Thr 


Gly 


He 


Val 


Cys 


Ala 


Ser 


Leu 


Ser 


Arg Glu 


Gin 


Ala 




50 










55 










60 








Lys 


Ser 


Leu 


Asp 


Leu 


Pro 


Ala 


Met 


Val 


Gin 


Asp 


Asn 


Gin Cys 


Ala 


Phe 


65 










70 










75 








80 


Lys 


Thr 


Ala 


Phe 


Thr 


Val 


Ser 


Val 


Asp 


Ala 


Ser 


Ser 


Gly Val 


Thr 


Thr 








85 










90 








95 




Gly Val 


Ser 


Ala 


Ser 


Asp 


Arg 


Thr 


Arg 


Thr 


Val 


Gin 


Leu Leu 


Ala 


Asp 








100 










105 








110 






Pro 


Ala 


Ala 


Thr 


Ala 


Ser 


Pro 


Leu 


Phe 


Asp 


Gin 


Gly Met Phe 


Ser 


Leu 






115 










120 










125 







(2) INFORMATIONS POUR LA SEQ ID NO : 67 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 261 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 669998 67 0780) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 675: 



Lys 


Arg 


Arg 


Thr 


Arg 


Leu 


Gin 


Ala 


Ala 


Gly 


He 


Pro 


Val 


Tyr 


Val 


Gly 


1 








5 










10 










15 




Val 


Gly 


Ser 


Gin 
20 


Glu 


Ala 


Lys 


Thr 


Ser 
25 


Leu 


Gin 


Pro 


Tyr 


Leu 
30 


Tyr 


Gin 


Arg 


Glu 


Arg 
35 


Gly 


Leu 


Pro 


Trp 


Val 
40 


Val 


Met 


Lys 


Thr 


Ala 
45 


Ala 


Ser 


Leu 


Asp 


Gly 


Gin 


Thr 


Ala 


Asp 


Arg 


Gly 


Gly 


Ser 


Ser 


Gin 


Trp 


He 


Ser 


Gly 


50 










55 










60 










Glu 


Leu 


Ala 


Arg 


Ala 


Asp 


Val 


Gly 


Lys 


Leu 


Arg 


Ala 


Glu 


Ser 


Gin 


Ala 


65 










70 










75 










80 


He 


He 


Val 


Gly 


Ala 
85 


Arg 


Thr 


Val 


Cys 


Leu 
90 


Asp 


Asn 


Pro 


Arg 


Leu 
95 


Ser 


Ala 


Arg 


Phe 


Pro 
100 


His 


Gly 


Asp 


Leu 


Tyr 
105 


Glu 


Arg 


Gin 


Pro 


Leu 
110 


Arg 


Val 


Val 


Val 


Asp 
115 


Ser 


Arg 


Gly 


Thr 


Val 
120 


Pro 


Leu 


Glu 


Ser 


Arg 
125 


Val 


Phe 


Asp 


Leu 


Ser 
130 


Ser 


Gly 


Ser 


Thr 


Leu 
135 


Phe 


Ala 


Thr 


Thr 


Gin 
140 


Gin 


Cys 


Pro 


Lys 


Glu 


Tyr 


He 


Gin 


Lys 


Leu 


Lys 


Asp 


Leu 


Gly 


Val 


Glu 


Val 


Trp 


Glu 


Ser 


145 








150 










155 










160 


Ser 


Ser 


His 


Gin 


Val 
165 


Asp 


Leu 


Lys 


Gly 


Leu 
170 


Leu 


Arg 


Tyr 


Leu 


Ala 
175 


Glu 


Arg Gly 


Cys 


Leu 


Gin 


Val 


Leu 


Val 


Glu 


Gly 


Gly 


Ala 


Gin 


Leu 


His 


Ser 








180 










185 










190 






Ala 


Phe 


Trp 
195 


Gin 


Gin 


Lys 


Leu 


Val 
200 


Asn 


Ala 


Gly 


Val 


He 
205 


Tyr 


Trp 


Gly 
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ov, t«i Glv Asp Gin Gly Gin Pro Met Leu Arg Asp Leu Gin 
Pro Lys Phe Leu Gly Asp bin y 22Q 

210 , ^ u <<= w«i Ara He Thr Glu Thr Ser Leu 

Leu Ser Leu Val Thr Ala Glu His Val Arg lie ^ 

225 , r 3 ° ^ fvc, Phe Glu cys Leu Glu Gin Glu Ser 

Val Arg Asp Ser Val Lys Thr Cys Phe Glu y ^ 

245 ^ 



Val Asp Lys Lys Gly 
260 



(2) INFORMATIONS POUR LA SEQ ID NO: 67 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 17 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vlll , POSITION DANS LE GENOME : co.plem.nt ( 67 0732 . . 671241) 
, X 1, DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 676: 
« g A.„ Xa. Xaa Xaa L.u Phe Phe Olu Asp Oly Ph. «. *r L.u L.u 
val Pro cys val L.u IX. «1 Tyr Pro Thr s.r L.u His L.u Ph. Ar, 
Tyr L.u He Ph. Gin val olu Tyr Met olu Val L.u s.r olu .In ol» 
« Phe Phe .t Aro Lys Ala val Ala Leu oly 01. Lys oly Ar, He 
Ph e Ala Pro Pro As„ Pro Trp Val oly cvs val He val Lys Asu Oly 
% s V,l II. Oly Olu "ly Trp His «. Cly lie Oly ser Pro His Ala 
olu V,l cys Ala V.l ol» Asp ol„ Ly. cvs ser Leu Olu Oly Aia olu 
val Tyr Val Thr Leu olu Pro cys cys Hi. Ph. oly A„ Thr Pro Pro 
cys val ASP Leu Leu II. Lys s.r Lys val AX, Ala va! Tyr Val oly 

130 P w =1 rv«5 lvs Lvs Gly Val Pro Val Cys 

Leu Leu Asp Pro Asp Pro Arg Val Cys Lys Lys y ^ 

lyl Gin Gin Gly Phe Pro Phe Met Leu Gly 



(2) INFORMATIONS POUR LA SEQ ID NO: 677: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 422 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION : lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 671182 .. 672447 
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(2) INFORMATIONS POUR LA SEQ ID NO: 678: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 180 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 672692 673231 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 678: 



Pro 


Leu 


Met 


Glu 


Lys 


Ser 


Tyr 


Ser 


Gin 


Leu 


Gly 


Ser 


Val 


Gly 


Phe 


Phe 


1 








5 










10 










15 




lie 


Pro 


Ala 


Val 


Ser 


Glu 


Ala 


Gin 


Ala 


Ala 


Trp 


Ala 


Tyr 


He 


Glu 


Leu 








20 










25 










30 






Thr 


His 


Arg 


Asn 


Met 


Leu 


Gin 


Glu 


Lys 


Lys 


Glu 


He 


Glu 


Thr 


Asn 


Pro 






35 










40 










45 








Glu 


Gin 


Glu 


Arg 


He 


Glu 


Leu 


Ala 


Val 


Leu 


Tyr 


Ala 


Asn 


Gin 


Gly 


Phe 




50 










55 










60 










Gin 


Glu 


Pro 


Leu 


He 


Ser 


Gin 


Met 


Leu 


Asp 


Phe 


Val 


Cys 


Ser 


Asp 


Ser 


65 










70 










75 










80 


Ser 


Leu 


Leu 


Leu 


Ser 


Thr 


Met 


Leu 


Arg 


Glu 


Glu 


Leu 


His 


He 


Gin 


Leu 










85 










90 










95 




Glu 


Asp 


Tyr 


Pro 


His 


Pro 


Leu 


Lys 


Gin 


Gly 


Asn 


Val 


Lys 


Ala 


Leu 


Gly 




100 










105 










110 






Gly 


He 


Leu 


Gly 


Leu 


Leu 


Leu 


Phe 


Ala 


Pro 


He 


Thr 


Leu 


Ala 


Val 


Ser 




115 










120 










125 








Tyr 


Thr 


He 


Ala 


Ala 


He 


Leu 


Ala 


Ser 


Phe 


Met 


He 


Gly 


Val 


Leu 


Phe 


130 










135 










140 










Ala 


Val 


Lys 


Thr 


Arg 


Leu 


He 


Lys 


Asn 


Ala 


He 


Thr 


Pro 


Ala 


He 


Val 


145 








150 










155 










160 


Trp 


Gly Val 


Gly 


Met 


Phe 


He 


Thr 


Ala 


He 


Ser 


Leu 


Cys 


Cys 


Ser 


Leu 








165 










170 










175 





He Arg Leu Phe 
180 



(2) INFORMATIONS POUR LA SEQ ID NO : 67 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 453 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 673204 674562 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 679: 

Pro Leu Leu Leu Phe Asp Pro He He Leu Val His Thr Leu Ser Arg 

15 10 15 

Trp Pro Met Ser Pro Gin Leu Phe Ser Ser Pro Phe Ser Arg Glu Leu 

20 25 30 

Leu Ser Asp Phe Phe Glu Ser Gly Met Ala Glu Glu Asn Ser Pro Leu 
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,eu ser Oln Lys Asn Arg «. s.r oln Asn L.u Thr Leu Lys s.r 
A l, Tyr .1. .« — «- « Tyr Leu Oly s.r Leu Leu S.r His Trp 
S. «y Tyr oln Al, « « « Leu Leu L.u II. Leu «r »- — 
L.u Ala oly Thr Pro Ala L.u II. Lys ■« Ph. 01. Asp II. «« 

Mg ^ v sl A°n ii. « ii. -> « ~ - S G1Y "~ 

He P h e £ oly oly ,1, L.u olu oly Al. «-> I-J «« Leu - 
U. S: s.r olu ser Leu oly Al. M.t V,l s.r oly Lys Al, Lys «r 
ihr L.u Ala Ser L.u Lys His L.u Ala «. Thr v.! ,1a Trp val Val 
Oln oln Asp Oly S L.U Oln Lys val Leu Val oln Asn Val Lys He 
oly olu II. Arg Val Ly. s.r Oly olu Val Val Pro U« Asp oly 
Ly s He "e His Oly Al, ser ser He Asn Leu H.t His L.u Thr oly 

210 „ no rlv asd Thr He Pro Ala Gly 

Glu Lys He Pro Lys Ser cys Gly He Gly Asp inr ^ 

225 T n ln civ ser Phe Asp Leu Gin Val Leu Arg He Gly 

Ala His Asn Leu Glu Gly ser rae «. y ^ 255 

A1 a Olu ser Thr lie Ala His He II. Ash L.u v.! Val oln Ala oln 
ser ser Lys Pro Lys L.u oln Oln Arg L.u Asp Arg Tyr S.r ser Thr 
W r Ala L.u Thr lie Phe Ai. II. s.r Ala cy. II. Ala He oly oly 

290 « ion rlv Pro Asp Gly Ala Phe Tyr 

Ser Leu Phe Thr Thr Leu Pro Phe Leu Gly Pro Asp y ^ 

HI Ala Leu Ala Phe III He Ala Ala Ser Pro Cys Ala Leu He He 

Xia He Pro He Ala .yr Leu Ser Ala He Asn Ala Cys Ala Lys His 

G1 y val Leu III Lys Gly Gly Val Val Leu Asp Arg Leu Val Ser Cys 

Asn Ser Val Val Met Asp Lys Thr Gly Thr Leu Thr Thr Gly Asp Leu 

cys ser Gly Cys Glu Asp Phe Gly Pro Glu Ser Pro Leu Phe Tyr 

III cys val Leu Ala Glu Gin Ser Ser Ser His Pro He Ala Gin 

Xia He Val Asn £ Leu Thr Glu Lys Gin Val Arg Ser Leu Pro Ala 

Thr Gin cys Z Thr He Pro Gly Glu Gly Val Arg Glu Asn Leu Thr 



435 440 



Glu Asn Lys Pro Leu 
450 



(2) INFORMATIONS POUR LA SEQ ID NO: 680: 

Ii) CARACTERISTIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 207 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 674612 .. 67 5232 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 680: 

Thr Ala Ser Arg Thr Pro Gin Gin Ala Gin Glu Arg Gly Asp Thr Cys 

1 5 10 15 

Ser He Ala Cys Leu Gly Lys Arg Val Ser Leu Phe Tyr Phe Arg Asp 

20 25 30 

Val Pro Arg His Asp Ala Ala Asn He Val Ser Tyr Leu Lys Lys Asn 

35 40 45 

Gly Tyr Pro Val Cys Met Leu Thr Gly Asp His Arg He Ser Ala Glu 

50 55 60 

Asn Thr Ala Arg Leu Leu Gly He Asp Glu Val Phe Tyr Asp Leu Thr 
65 70 75 . 80 

Pro Asp Asn Lys Leu Ser Lys He Gin Glu Leu Ala Lys Ser Arg Gin 

85 90 95 

He Met Met He Gly Asp Gly He Asn Asp Ala Pro Ala Leu Ala Gin 

100 105 HO 

Ala Thr Val Gly He Ala Met Gly Glu Ala Gly Ser Ala Thr Ala He 

115 120 125 

Glu Ala Ala Asp Val Val Leu Leu Asn Gin Gly Leu Ser Ser Leu Pro 

130 135 140 

Trp Leu He Asp Lys Ala Lys Lys Thr Arg Arg He Val Ser Gin Asn 
145 150 155 160 

Leu Ala Leu Ala Leu Ala He He Leu Phe He Ser Gly Pro Ala Ser 

165 170 175 

Met Gly Val He Pro Leu Trp Leu Ala Val He Leu His Glu Gly Gly 

180 185 190 

Thr Val He Val Gly Leu Asn Ala Leu Arg Leu Leu Lys Asn Thr 
195 200 205 



(2) INFORMATIONS POUR LA SEQ ID NO: 681: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 37 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 675327.-676463 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 681: 

Met Lys Lys Thr Lys Tyr Leu Arg Gin Val Asn Leu Trp Val Phe Val 

15 10 15 

Val He He Leu Leu Met Ser He Ser Val He Val He Ser Ser Gin 

20 25 30 

Asp Pro Ser Ser Met Leu Val His Thr Ser Arg Gly Leu Phe Ser Ala 

35 40 45 

Lys Ser Lys Lys Gin Leu Asp His Phe Ala Leu Gly Trp Cys Ala Tyr 
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P „e 2. C « «, -I Sp **r «. «n - W ™ - ~ 

L « ^ - - s. - - - - ~ * - - s- ~ 

TO m. »i «- » « - «■ s - iia pr ° »; ; ; 

Leu s « v., s: - ~ «» ss - - - - s v>i 118 ~ 

L . u s« £ XX. ~ «. « S - - - - ~ ~ - 

* si - v.. - - - « «* s? ~ pbe lw l : hi 

- ws o» «. ^ s «, - - - - - - - s; *; 

« * xx. ~ £ - - » III - ~ ~ ~ £ 7 ~ 

cys s „ „ >z val a . ~ - «- - - ss - ie : 

« „ y \H XX. « » ^ ™ - ~ 3S " U ^ ^ 

„ III «. ». - - - « ~ - III s " - His H " " 

- M . « ~ .x. °~ «. - - - y Leu ws Giy - : y 

TO , ys s« o ly IS - oxy - - ™ - - - «* - 

260 „ Ala lie Giy Glu Glu Phe Giy Leu Leu Giy 

Thr Asp Ser Val Phe Pro Ala lie Giy 2g5 

275 **° _ r Asn Le u val Cys Phe Giy Cys 

Leu Leu Phe Val Leu Trp Leu Phe Tyr 

9Q0 * «vi~ riv Ara Phe Leu Ala Giy 

Mg Th? v.1 AX, v,l AX, val Asp Asp Ph. «y Arg 

S vax * ~ - S « - «. « - ~ - ~ 5 ~ 

M9t s « o ly - s » xx. - s « «• - ~ s ; ; - 

340 c v*l lie ser Thr Met Ala Ser Leu Giy He Leu 
Tyr Giy Giy Ser Ser Val He ser 365 

G m ser fie Tyr Ser Ar 9 f % Phe Ala Lys Tyr 
370 

(2) INFORMATIONS POUR LA SEQ ID NO: 682: 

(i , CARACTERISTIQUES DE LA SEQUENCE: 

Ix, LONGUEUR : 176 acides amines 

(B) TYPE: acide amine ^ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viil , POSXTION DANS „ CENOME: c-X—t ,«.«.. ..77«»> 
, xi , DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 682: 
A1 . «g Thr OX. ~ « » «r - AX. WS OXU OX Y « J« « 



1 5 
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Trp 


Asp 


Pro 


Tyr 


Ala 


Leu 


Thr 


Val 


He 


Thr 


Thr 


Arg 


Glu 


Gin 


Thr 


Ala 








20 










25 










30 






Gly 


Arg 


Gly 


Lys 


Phe 


Gly 


Arg 


Val 


Trp 


His 


Ser 


Thr 


Asp 


Gin 


Asp 


Leu 






35 










40 










45 








Leu 


Ala 


Ser 


Phe 


Cys 


Phe 


Phe 


Leu 


Ser 


Val 


Asn 


Asn 


Val 


Asp 


Ser 


Ala 




50 










55 










60 










Leu 


Leu 


Phe 


Arg 


He 


Gly 


Thr 


Glu 


Ala 


Val 


Met 


Arg 


Leu 


Gly Glu 


Ser 


65 










70 










75 










80 


Leu 


Gly 


He 


Gin 


Glu 


Ala 


Val 


Met 


Lys 


Trp 


Pro 


Asn 


Asp 


Val 


Leu 


Val 










85 










90 










95 




Gin 


Gly 


Gin 


Lys 


Leu 


Ser 


Gly 


Val 


Leu 


Cys 


Glu 


Thr 


He 


Pro 


Val 


Lys 








100 










105 










110 






Thr 


Gly 


Thr 


Cys 


Val 


He 


He 


Gly 


He 


Gly 


Val 


Asn 


Gly 


Asn 


Val 


Gly 






115 










120 










125 








Ala 


Asp 


Glu 


Leu 


Leu 


Gly 


He 


Asn 


Gin 


Pro 


Ala 


Thr 


Ser 


Leu 


Gin 


Glu 




130 










135 










140 










Leu 


He 


Gly 


Arg 


Pro 


Val 


Asp 


Met 


Glu 


Glu 


Gin 


Leu 


Lys 


Arg 


Leu 


Thr 


145 










150 










155 










160 


Lys 


Glu 


He 


Lys 


His 


Leu 


He 


Gin 


Thr 


Leu 


Pro 


Leu 


Trp 


Gly Arg 


Glu 










165 










170 










175 





(2) INFORMATIONS POUR LA SEQ ID NO: 683: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 241 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 6777 00 678422 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 683: 



Met 


Ala 


Lys 


Val 


Arg 


Leu 


Asn 


Lys 


Phe 


Leu 


Ala 


Ser 


Ala 


Gly 


Val 


Ala 


1 








5 










10 










15 




Ser 


Arg 


Arg 


Lys 


Cys 


Asp 


Glu 


He 


He 


Phe 


Ala 


Gly 


Ser 


Val 


Thr 


Val 








20 










25 










30 






Asn 


Gly 


Arg 


Val 


Ala 


Thr 


Gly 


Pro 


Phe 


Val 


Thr 


Val 


Asp 


Glu 


Glu 


Phe 






35 










40 










45 








Asp 


Ser 


Val 


Glu 


Val 


Gly 


Gly 


Gin 


Arg 


He 


Gly Ala 


Glu 


Lys 


Lys 


Val 




50 










55 










60 










Tyr 


Phe 


Met 


Val 


His 


Lys 


Pro 


Leu 


Gly 


Tyr 


Leu 


Cys 


Ser 


Ser 


Glu 


Arg 


65 










70 










75 










80 


Lys 


Phe 


Pro 


Gly 


Ser 


Lys 


Leu 


Val 


He 


Asp 


Leu 


Leu 


Ser 


His 


Cys 


Pro 










85 










90 










95 




Tyr 


Arg 


Leu 


Phe 


Thr 


Val 


Gly 


Arg 


Leu 


Asp 


Lys 


Glu 


Thr 


Ser 


Gly 


Leu 








100 










105 










110 






He 


Leu 


Val 


Thr 


Asn 


Asp 


Gly 


Glu 


Phe 


Ala 


Asn 


Arg 


Val 


He 


His 


Pro 






115 










120 










125 








Ser 


Phe 


Gly 


He 


Thr 


Lys 


Glu 


Tyr 


Leu 


Leu 


Lys 


Val 


Ser 


Arg 


Asp 


Val 




130 










135 










140 










Thr 


Ala 


Arg 


Asp 


Leu 


Glu 


Thr 


Leu 


Met 


Ala 


Gly 


Thr 


Val 


He 


Asp 


Gly 


145 










150 










155 










160 


Lys 


Val 


Val 


Arg 


Pro 


Val 


Ser 


Val 


Lys 


Lys 


Val 


Arg 


Arg 


Gly 


Thr 


He 








165 










170 










175 




Lys 


He 


He 


Val 


Asn 


Glu 


Gly 


Lys 


Lys 


His 


Glu 


He 


Arg 


Leu 


Phe 


Ala 
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185 190 



180 , T , w GXu Leu Lys Arg He Arg He GXy 

Glu Ala Ala Gly Leu Gin Leu Leu Glu Le y ^ 

ser „ £ « «v o W « - - - -o - 7 ^ 
- a » « « ~ £ « ~ •» S - ~ »* So 



MP 

Ala 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 684: 

(1) CARACTERISTIQUES DE LA SEQUENCE : 

1a, LONGUEUR: 264 acides amines 

tT>\ TYPE: acide amine 

(D) CONFIGURATION: lineage 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 678717.-67 9508 
{xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 684: 

t *™ His Gly Gin Ser Val Trp Asn Gin 
Met Thr Leu Leu He Leu Leu Arg Hi. Gly 

1 5 ««i r sd He Pro Leu Ser Gin Gin Gly 

lys Asn Leu Phe Thr Gly Trp Val Asp „ 
l Gin Glu fla He Ala Ala GXy Glu Ser He Lys His Leu Pro lie 
SP Cys fie Phe Thr Ser Thr Leu Val Arg Ser Leu Me, Thr Ala Leu 
1 l Me, Thr Asn His 2, Ser Gin Lys Val Pro ^ XX. Val His 
Leu Ala M 7q Tle His S L Gin Lys Glu Met Glu 

G lu Glu Arg Pro Asp Met Ser Arg He His 95 

85 „ „ ln ser Ser Ala Leu Asn Glu Arg Met Tyr 
Gin Met He Pro Leu Phe Gin Ser Ser Al 

100 Tw Gin Glu Val Ala Val Gin Phe Gly 

Oly Glu Leu Gin Gly Lys Asn Lys Gin Glu ^ 

Glu Glu Gin val Lys Leu Trp Arg Arg Ser Tyr Arg XX. - ~ « 
Gln GXy GXu ser Leu Phe £ - - GXn Arg Thr Leu Pro ^ Phe 

i£«.«xx. 5 s-«- ss ----a^ 

165 ton Ara Ser Leu iXe Met Asp Leu GXu Lys 

ser Ala His GXy Asn ser Leu Arg Ser l 19Q 

180 e Glu Leu p r o Thr GXy GXn Pro 

L eu Ser GXu GXu GXn VaX Leu Ser Leu Glu Leu ^ 

vai £ - - - S S - - - 35 Hls Pr ° r 

Lu SJ U, « - S HU «o _ a » » «* «« S 

s - - - a - « - Ila s val Gln " 9 Lys s 

His Ser Asp Phe Thr Ser Arg Ser 
260 
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(2) INFORMATIONS POUR LA SEQ ID NO: 685: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 82 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

{ i ii ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 67 93 57 .. 680502 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 685: 

Arg Asp Lys Asn Ser Arg Asn Thr Leu Leu Leu Leu Val Asn Asn Gin 

15 10 15 

Gin Ala He Pro Pro Ser Glu Met Val Lys Glu Ala Phe Gin Arg Tyr 

20 25 30 

Ala Asp Val Phe Ser Tyr Ser Ala Asn Thr Ser He Leu Thr Leu Gin 

35 40 45 

Ala Glu Ala Glu Ala Ser Ala Arg Lys Leu Thr Gly Cys Gin Glu Lys 

50 55 60 

Ala Phe Thr Phe His Phe He Leu His Tyr Pro Asn Val Thr Ala He 
65 70 75 80 

He Val Ala Ala Leu Leu Glu Asn Gin Asn Ala Phe Gin Gly Arg Asn 

85 90 95 

His Leu Leu Val Pro Ser Cys Glu Gin Gin Phe He He Asn Ala Leu 

100 105 HO 

Cys Arg Arg Gin Asn Leu Gly Thr Thr Tyr Asp Trp Val Thr Ser Lys 

115 120 125 

Asn Gly Arg Val Lys Glu Ser Asp Leu Ala Glu Ala Leu Ser Pro Arg 

130 135 140 

Thr Leu Leu Phe Ser He Ser Ala Ala Asn Gly Met Thr Gly Phe Leu 
145 150 155 160 

Glu Ala He Pro Glu Leu Ala Ala Leu Cys Lys Glu Arg Gly Val He 

165 170 175 

Phe His He Asp Leu Ser Asp He Leu Gly Arg Cys Ala Leu Pro Ala 

180 185 190 

Glu Leu Tyr Gin Ala Asp He Leu Thr Phe Ser Ser Gin Ser Leu Gly 

195 200 205 

Gly He Gly Pro Ser Gly Ala Met Phe He Ser Pro Ala Leu Thr Lys 

210 215 220 

Tyr Phe Ser Leu Trp Leu Pro Ser Asn Pro Gin Val Pro Thr Cys Leu 
225 230 235 240 

Ser Ser Leu Ala Ala Phe Ser Leu Ala Cys Gin Glu Arg Thr Thr Ala 

245 250 255 

Phe Ser Ser Leu Val Leu Ser Ala He Ser Ser Arg Ala Ala Leu Lys 

260 265 270 

Gin Ala Leu Ser Ala He Pro Gin Val Glu Phe Leu Leu Glu Asp Ser 

275 280 285 

Ala Pro Arg Leu Pro Asn Val Ala Val Phe Ala He Pro Gly He Pro 

290 295 300 

Ala Glu Ser Leu Gly Phe Phe Leu Ser Gin Lys Asn He Phe Val Gly 
305 310 315 320 

Leu Gly Tyr Glu Arg Phe Gin Pro Leu Ser Gin He Leu Gin Ser Ser 

325 330 335 

Gly He Ser Pro Phe Leu Cys His Ser Ala Leu His Val Ser Phe Thr 
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340 u- Phe sfr Ala Leu Ala Thr Ala Leu Gin 

Glu Arg Thr Pro Thr Thr His Phe 

355 pro Leu V al Thr Gin Ser Leu 

Glu Gly He ser His Leu Gin Pro Leu ^ 

370 

(2) INFORMATIONS POUR LA SEQ ID NO: 686: 

A LONGUEUR: 234 acides amines 
im TYPE: acide amine 
£> CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vill) POSITION DANS LE GENOME: 

, OESCBIPTION DE LA SEQUENCE : SEQ ID »» : 686: 

- « «* a- ~ ™ his r: e ; „ «. s. - 

Ser WU Val H« OW » 75 Jlo ph « 

65 ».„ Gin Glu Val MS Oly Ala Asn ' 95 

« », — « ;» » Asp Ala M Asp 

L „ Glu W «J « «. « ^ ^ 110 

100 , , „ t1o pro val Asn Asp Ser fro 

T1 7,1 a lie Glu Gin cys Val Asp He Pro 

116 11? SI Leu ser Glu Gly Asn Pro Tyr Ser 

Thr Glu Glu Trp Gly A ^ u 155 Qor 

Tnr ^xul val Asp Ser 

^n Thr Me, Met Lys Glu Lys He Ala Pro Leu Val 

* val Arg He Val His Phe Glu Gly Leu Thr Val Thr 
Gly asp val Arg 5 ^ ^ ^ Leu 

c ^ riv Asn cys Ser Ser cys Leu ser 
^ ser Gly cy ^ ^ ^ ^ ^ ^ 

A sn ser He Gly Gin Leu Phe Arg A ^ 

210 r^T„ cm ser Leu Leu Phe 

He Lys val Asp Glu Gin ser 

225 

(2) INFORMATIONS POUR LA SEQ ID NO: 687: 

,1> CARACTERISTIQUES DE LA SEQUENCE: 
J lSgUEUR: 340 acides amines 
r> TYPE: acide amine 

|S Configuration: lineaire 
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(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 68153 9 682 558 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 687: 

Glu Leu Thr Ser Trp Arg Met Pro Val Leu Pro Arg Phe Leu Lys Asn 

1 5 10 15 

Lys lie Ala Ser Thr Lys Ser Leu Gly Tyr Leu Leu Ala Ala lie Leu 

20 25 30 

lie Gly Phe He Met Leu Tyr Lys Pro Ser Ser Pro Gin Pro Thr Pro 

35 40 45 

Thr Val Ala Ser Thr Glu Lys Lys Pro Ser His Trp Leu Lys Leu Ser 

50 55 60 

His Leu Gly Asn Leu Gin Ser He Glu He Gin Ala Lys Lys Glu Gin 
65 70 75 80 

Leu Glu Lys Asp Leu Thr Leu Phe Glu Pro Val Leu Gin Ala Thr Val 

85 90 95 

Ala Leu Ser Gin Glu Glu Asp Ser Leu Ala Glu He Ser Val He Leu 

100 105 HO 

Ser Leu Pro Gin Ala Ser Thr Leu Ser Pro Ser Leu Val His Ser He 

115 120 125 

Thr Asp Tyr Leu Thr Arg Ser Val Pro Gly Leu Thr Lys Glu His He 

130 135 140 

Thr Leu Ser Asp Gin His Gly Asn Leu Tyr Ser Pro Leu Phe Glu Gin 
145 150 155 160 

Ser Asn Thr Leu Leu Thr Thr Ser Leu Glu Arg Ser Leu Gin Thr He 

165 170 175 

Leu Pro Gin Thr His Phe Ala Leu Asn Tyr He Pro Val Ala Asp Glu 

180 185 190 

Gly His Leu Gin Leu Leu Val Asp Glu Asp Tyr Leu Asn Thr Leu Pro 

195 200 205 

Lys Gly Ala Arg Val Lys Leu Leu Ser His Met Gin Glu He Leu Ser 

210 215 220 

Ala Phe Ser Glu Met His Pro Ser Val Asp He Val Pro Phe Leu Lys 
225 230 235 240 

Pro Val Ala His Lys Thr Ser Arg Leu Ser Ser He Val Leu Ser He 

245 250 255 

Thr He Val Leu Leu Ser Leu Gly He Leu Gly Phe Ala Thr Phe Tyr 

260 265 270 

Leu Ala Phe His Thr Tyr Asp His Val Ser Gin Gin Lys Glu Lys He 

275 280 285 

Gin Ser He Asn He Pro Lys Leu He Glu Met Met Lys Arg Glu Ser 

290 295 300 

Pro Glu Lys Val Ala Leu He Leu Ser Tyr Leu Asp Ser Ala Lys Ala 
305 310 315 320 

Glu Glu Leu Leu Asn Lys Leu Pro Glu Glu Met Lys Ser Ala Val Leu 
325 330 335 

Lys Leu Arg Thr 
340 



(2) INFORMATIONS POUR LA SEQ ID NO: 688: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 178 acides amines 

<B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE: oui 

, viii) POSITIOSDM .s, E ^«-^- 683087 

DESCRIPTION DE LA SEQUENCE : SE 0 IP *> = 6S8, 

' x. u o» Asp Tyr V.i ~ «. «~ «. ser 

f tt Hi, W. ■» »u 01- W ^ Lm pM 

- - - ~ Leu SK Hl « L sat olu Ile olu s. - s« 

Mg Lys Sa s.r *x hi. - - « eo giu lys 

50 ,v. Pro Olu "» "» ° 1U "~ "* 7? 80 

sr wu y Lys n ^ cys * «- Su ~ - - - no 

Phe Tyr AW V «- ,0 ,„ pro xle 

ser Al» Al» - Hi = Hi ' fo? s „ "° s Trp « 

,xe oly L«u His Pro «- Asp «- - »» L ' U l£ ^ 
Ly » ,1. W j» Mn n . olu P*e IL « 

XX. w» Bis «P «! »» S , alu i» Pro ser Gly 

13 0 Ser Tyr Lys He Glu Leu t-ro 

Pro « cys «. W « 1S5 ^ ^ 

£ «. «n » ii. «» Glu " u So 



165 

Thr Pro 



(2) INFORMATIONS POUR LA SEQ ID NO: 689: 

m TYPE: acide amine 

J?, CONFIGURATION: lineage 

(iii) HYPOTHETIQUE: oui 

• , DESCRIPTION DE LA SEQUENCE : SEQ ID «> : 689: 
(xl , DESCRIPTI ^ Arg pro 

oir, Glu Glu Thr Leu Leu lie his 
Me t Thr His Leu Gin Glu Gl 1Q ^ 

1 riv lie Leu Ser Arg He Ser Gly Ser L 

^ - 25 s Gly 

Ala Oln Gly Leu Ser Ala cys Leu Gly 

35 , Toll Ala Glu Val He Gly He mi 

ser Arg ser Asp Pro He Leu A SO n> Gly 

„ S, ~ - « - - ^ rc ° "* " 



70 
65 
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Ala Glu Val Val Pro 
85 

His Leu Leu Gly Arg 
100 

Gly Ser Gin Leu Pro 
115 

Ser Ser Pro Met Ser 
130 

lie Arg Ala lie Asp 
145 

Gly lie Phe Ser Glu 
165 

lie Ala Lys Gly Ser 
180 

Glu Arg Gly Arg Glu 
195 

Leu Ala Ala Gin Arg 
210 

Ala Ala Ser Lys Val 
225 

Tyr Phe Arg Asp Gin 
245 

Ser Arg Trp lie Glu 
260 

Thr Leu Ser Thr His 
275 

Glu Phe Leu Glu Arg 
290 

Phe Tyr Ala lie Leu 
305 

Tyr Val Lys Ser Leu 
325 

Lys Ser Phe Ser Ser 
340 

Ser Ser Arg Gin Leu 
355 

Leu Leu Ser Leu Leu 
370 

Leu Gly Ala Tyr Val 
385 

Arg Leu Leu Pro Ser 
405 

Tyr Ser Ala lie His 
420 

His Glu 



Leu Arg Arg Pro Ala Ser 
90 

Val Leu Asp Gly Phe Gly 
105 

Lys Thr Asn Leu Ser Pro 
120 

Arg Thr Pro lie Gin Glu 
135 

Ala Leu Leu Thr lie Gly 
150 155 
Pro Gly Gly Gly Lys Ser 
170 

Gin Gin Thr lie Asn Val 
185 

Val Arg Asp Tyr Val Asn 
200 

Thr Val He He Ala Ser 
215 

He Ala Gly Arg Ala Ala 
230 235 
Gly Ala Arg Val Leu Phe 
250 

Ser Leu Gin Glu Val Ala 
265 

His Tyr Ala Ala Ser Val 
280 

Ala Gly Asn Asn Asp Lys 
295 

His Tyr Ala Asn His Pro 
310 315 
Leu Asp Gly His Phe Phe 
330 

Pro Pro He Asn Val Leu 
345 

Ala Leu Pro His His Tyr 
360 

Lys Ala Tyr His. Glu Ala 
375 

Ser Gly Gin Asp Ala His 
390 395 
Val Lys Gin Phe Leu Ser 
410 

Glu Thr He Glu Gin Leu 
425 



Leu Pro Leu Ser Asn 
95 

Asn Pro Leu Asp Gly 
110 

Leu Phe Ser Ser Pro 
125 

Val Phe Pro Thr Gly 
140 

Glu Gly Gin Arg Val 
160 

Ser Leu Leu Ser Thr 
175 

He Ala Leu He Gly 
190 

Gin His Lys Glu Gly 
205 

Thr Ala Tyr Glu Thr 
220 

He Thr He Ala Glu 
240 

Thr Met Asp Ser Leu 
255 

He Ala Arg Gly Glu 
270 

Phe His His Val Ala 
285 

Gly Ser He Thr Ser 
300 

Asp He Phe Thr Asp 
320 

Leu Ser Pro Gin Glu 
335 

Thr Ser Leu Ser Arg 
350 

Ala Ala Ala Gin Glu 
365 

He Asp He He Gin 
380 

Leu Asp Arg Ala He 
400 

Gin Pro Tyr Ser His 
415 

Cys Gin Leu Leu Lys 
430 



(2) INFORMATIONS POUR LA SEQ ID NO : 69 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 119 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineair e 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 684418 .. 684774 ) 
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(X 1, DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 690, 
P„. Phe P„e «y « V,! vai - va! gj. W Hi. W s His £, «r 
Lys ^ Ph. S.r Gly Pro »P Val Tyr II. «» ««. «- « 
P he v.l - & - Asn Val Gly His lie His Gly Tyr »r Asp 
„. Gly f le Val cvs Ala « « « « «- »■ P " 
val pL Val va! ser A„ ^ - Glu «. - 

val « » «. Val I", Phe - ^ « - V * 1 SM ^ ~ 

f Leu Phe Met Phe Gin Gin Leu Ala Gin Leu 

Asp Arg Ser Trp Ser Phe Leu Phe » 11Q 

ioo XU3 

Phe Asn Ser Phe Met Asn Ser 
115 

(2) INFORMATIONS POUR LA SEQ ID NO : 691: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 449 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

,viii) POSITION DANS LE GENOME: 684857 .. 686203 

,Xi) DESCRIPTION DE I* SEQUENCE : SEQ ID ». 691: 

« Asp « s«r P« « « Asp Gl„ « « «• II. «« «" 

ks ». « «« Sy. «p « - « « «• G1 ° « Leu " 9 

« Oiv Thr 11 I- - OX, II. Asp lie » « »• - «, Gin 

35 „ *, n Ala Ser His Gin Glu Tyr Thr Pro 

t ,-v., nin A«m Pro Gin Aia nx^> 
Gin Ala Leu Leu Gin asn gQ 

L eu Ser Pro Val His *r Sa Qly MP - Pro Ala Tyr Ala Gin Leu 

£, P ,e Gin Leu Leu gL Arg oly Lys Val Gly Cys Val Val - - 

Gly Gly Gin Gly Ser Arg Leu Lys Phe Asp Gly Pro Lys Gly Leu Tyr 

I 00 v.l Lvs Lys Lys Pro Leu Tyr Gin Leu Val Ala Glu 
Pro Val Ser Ser Val Lys Lys Lys ^ 

ll 5 „ w=n rlv Ara Pro Leu Pro Leu Ala 

Lys Val Ala Ala Ala Ser Lys Trp Val Gly Arg P^ 

130 " b „. Tvs Gln Thr Leu ser Tyr Phe Ala 

lie Met Thr Ser Pro Leu Asn His Lys Gin Tnr ^ 

I 45 v. l S0 t „, ser Pro Ser Gin Val Asp Phe Phe Cys 

Thr Asn Asp Tyr Phe Asn Leu Ser Pro se^ 1?5 

165 c t=„ ci^t- civ Asp Leu Phe Leu Glu 

Gin Pro Leu Trp Pro Leu Leu Ser Leu Ser Gly Asp ^ 

180 10:5 
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Ser Glu Asp Arg 
195 

Thr Leu Leu Gin 
210 

lie Glu Met Val 
225 

Phe Asp Arg Glu 

Thr lie Lys Thr 
260 

Leu lie Glu Leu 
275 

Leu Thr Thr Lys 
290 

Tyr Lys Leu Ala 
305 

Ala. Gin Thr Ala 

Ala Lys Gin Leu 
340 

Glu Glu Phe lie 
355 

lie Val Tyr Pro 
370 

Gly Asn His Ser 
385 

His Ala Leu Phe 

lie Phe Glu Leu 
420 

Leu Glu Trp Glu 
435 

Ser 



Leu Ser Leu Gly 
200 

Ser Ser Gly lie 
215 

Ser Val lie Pro 
230 

Leu Val Gly Phe 
245 

Thr Leu Arg Gin 

Ala Lys Gin Lys 
280 

Glu Arg Cys Ala 
295 

Asn lie Gly Leu 
310 

Tyr Gin Pro Leu 
325 

His Pro Ser Thr 

Phe Asp Leu Phe 
360 

Arg His Glu Cys 
375 

Pro Ala Thr Val 
390 

Thr Ala Val Thr 
405 

Glu Ala Asp Phe 

Thr Lys lie Phe 
440 



Pro Thr Gly Asn 

Trp Asp Lys Trp 
220 

lie Asp Asn Pro 
235 

His Ala Ala Glu 
250 

Ser Ala Gin Glu 
265 

He Ala Val Val 

Lys Thr Thr Glu 
300 

Tyr Cys Leu Ser 
315 

Pro Leu Tyr Lys 
330 

Thr Glu Lys Asn 
345 

Gin Tyr Ser Glu 

Phe Ala Pro Leu 
380 

Arg Glu Ala Met 
395 

Glu Arg Lys Leu 
410 

Tyr Tyr Pro Ser 
425 

Phe Gin Glu Thr 



Gly Cys Leu Ser 
205 

His Gin Ala Gly 

Leu Ala Leu Pro 
240 

His Asn Asp Val 
255 

Asp Val Gly Val 
270 

Glu Tyr Ser Thr 
285 

Gly Asp Leu Thr 

Met Asp Phe Leu 
320 

Ala Asn Lys His 
335 

Ala Trp Lys Phe 
350 

His Ser Gin Ala 
365 

Lys Asn Tyr Glu 

Arg Lys Arg Glu 
400 

Ser Pro Asn Thr 
415 

Ser His Thr Ser 
430 

He He Glu Ala 
445 



(2) INFORMATIONS POUR LA SEQ ID NO: 692: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 33 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lin£aire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 686197 6872 04 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 692: 

Gly Leu Met Lys Glu Thr He Ala Tyr Leu Gly Met Gly Met Trp Gly 

15 10 15 

Phe Ser Leu Ala Asn Leu Leu Ala Asn Asn Gly His Arg Val Val Gly 

20 25 30 

Trp Ala Arg Asn Pro Ala Leu He Glu Gin Leu Ser Val Gin Arg Arg 

35 40 45 

His Pro Ala Ala Pro His He Ser He Pro Gin Asn Leu Ser Phe Thr 

50 55 60 

Tyr His Met Glu Glu Ala Leu Asp Gly Ala Thr Met He Val Glu Gly 
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75 80 
Val Thr ser Ala Gly Met Arg Pro val Leu Thr Gin Leu Lys Ala Leu 

Thr Glu Leu Arg Val Pro Leu Val He Thr Ser Lys Gly lie Glu Gin 

1 00 105 
Asn Thr Gly Leu Leu Leu Ser Glu He Ala Leu Glu lie Phe Gly Arg 



o Ala III Gin His Leu Gly Tyr Leu Ser Gly Pro Ser lie Ala Ser 



120 



Pro Aia Aid — — - 14Q 



Olu va°i Leu Arg Gly Cys Pro cys ser Val Val He ser Ala Tyr Asn 



135 



145 r l^l tip His Ara Ala Phe Leu Thr Pro Thr Phe 

Pro Asp Thr Leu Lys Gin He His Arg A±a ±-i ^ 



155 



Arg val Tyr Pro III ser Asp Leu Lys Gly Val Ala Leu Gly Gly Ala 



170 



L eu Lys Asn S He Ala He Ala 'cyl Gly He Ser Asp Gly Phe Arg 



185 



Phe Gly Asp Asn Ala Lys Ser Oly Leu Val Thr Arg Gly Leu His Glu 



200 



215 



220 



lie III Lys Phe Ala Thr He Met Gly Cys Arg Pro Asp Thr Leu Asn 
III Leu Ala Gly Leu Gly Asp Leu Cys Thr Thr Cys Phe Ser Ala Phe 
Ser Arg Asn Thr Leu Phe Gly Lys Leu Leu Ala Glu Gly Leu Thr Pro 



Glu Gin Ala lys Thr Lys He Gly ult Val Val Glu Gly Val Tyr Thr 



265 



Ala Leu III Ala His Gin He III Thr His His Arg He Asp Met Pro 



280 



295 



300 



lie Thr Thr Ser Val Tyr Arg Val Leu Tyr Glu Asn Leu Asp He Gin 

310 

III Gly He Ala Gin Leu Leu Gin Arg Asp Thr Lys Glu Glu Tyr Leu 
325 330 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) C ARACTER I STIQUE S DE LA SEQUENCE : 

(A) LONGUEUR: 340 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(Viii) POSITION DANS LE GENOME: 687341 .. 688360 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 693: 

Met ser Ser Lys Leu Val Asn Tyr Leu Arg Leu Thr Phe Leu Ser Phe 

Lu Gly lie Ala ser Thr Ser Leu Asp Ala Met Pro Ala Gly Asn Pro 



Ala Phe Pro 111 He Pro Gly lie Asn He Glu Gin Lys Asn Ala Cys 
Ser Phe Up Leu Cys Asn Ser Tyr Asp Val Leu Ser Ala Leu Ser Gly 
Asn Leu Lys Leu cys Phe Phe Gly Asp Tyr He Phe Ser Glu Glu Ala 
65 70 75 
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Gin Val Lys Asp Val Pro Val Val Thr Ser Val Thr Thr Ala Gly lie 

85 90 95 

Gly Pro Ser Pro Asn lie Thr Ser Thr Thr Lys Thr Arg Asn Phe Asp 

100 105 110 

Leu Val Asn Cys Asn Leu Asn Ala Asn Cys Val Ala Ala Ala Phe Ser 

115 120 125 

Leu Pro Asp Arg Ser Leu Ser Ala lie Pro Leu Phe Asp Val Ser Phe 

130 135 140 

Glu Val Lys Val Gly Gly Leu Lys Gin Tyr Tyr Arg Leu Pro Met Asn 
145 150 155 160 

Ala Tyr Arg Asp Phe Thr Ser Glu Pro Leu Asn Ser Glu Ser Glu Val 

165 170 175 

Thr Asp Gly Met lie Glu Val Gin Ser Asn Tyr Gly Phe Val Trp Asp 

180 185 190 

Val Ser Leu Lys Lys Val lie Trp Lys Asp Gly Val Ser Phe Val Gly 

195 200 205 

Val Gly Ala Asp Tyr Arg His Ala Ser Cys Pro lie Asp Tyr lie lie 

210 215 220 

Ala Asn Ser Gin Ala Asn Pro Glu Val Phe lie Ala Asp Ser Asp Gly 
225 230 235 240 

Lys Leu Asn Phe Lys Glu Trp Ser Val Cys Val Gly Leu Thr Thr Tyr 

245 250 255 

Val Asn Asp Tyr Val Leu Pro Tyr Leu Ala Phe Ser lie Gly Ser Val 

260 265 270 

Ser Arg Gin Ala Pro Asp Asp Ser Phe Lys Lys Leu Glu Asp Arg Phe 

275 280 285 

Thr Asn Leu Lys Phe Lys Val Arg Lys lie Thr Ser Ser His Arg Gly 

290 295 300 

Asn lie Cys lie Gly Ala Thr Asn Tyr lie Ala Asp Asn Phe Phe Tyr 
305 310 315 320 

Asn Val Glu Gly Arg Trp Gly Ser Gin Arg Ala Val Asn Val Ser Gly 
325 330 335 

Gly Phe Gin Phe 
340 



(2) INFORMATIONS POUR LA SEQ ID NO: 6 94: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 80 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 688193 688432 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 694: 

Leu Asp Met Arg Gly Asn Leu Leu Leu lie Ser Leu Glu Gly Glu Val 

15 10 15 

Lys Arg Arg Gly Phe Gly Gly Leu Glu Leu Glu Ser Ser Gly Asp Val 

20 25 30 

His Ser Ala Leu Ala Ser Pro Ser Ser Phe Tyr Val Val Glu Glu Val 

35 40 45 

lie Gly Asp lie Val Cys Arg Ser Asp Ala Asp Val Ser Thr Met Arg 

50 55 60 

Ala Gly Asn Phe Thr Asn Phe Lys Phe Glu Val Ser Glu Ala lie Phe 
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Gly Gly Leu Leu Asn Phe Phe Thr 
340 

Phe Gly Asp Leu Ala Gin Thr Asn 
355 360 
Arg Ala Met His Gin Gin Trp Ser 

370 375 
Leu His Asn Val Tyr Arg Thr Leu 
385 390 



Tyr Phe Leu Ala Asp Val Gin Asn 
345 350 
Gin Leu Met Leu Glu Leu Gin Met 
365 

Leu Val Thr Ala Ser Leu Lys Leu 
380 

Ala Ser Ser 
395 



(2) INFORMATIONS POUR LA SEQ ID NO: 69 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 110 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 689 63 1 689 9 60 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 696: 

Gly Thr Asp Phe Trp Arg Asn Met Pro Asp Glu Val Asp Glu Ala Phe 

ihr Ala Lys He Gly Ser Lys Glu Phe Asp Thr Trp He Gin Gin Leu 

25 3U 



Thr Thr Phe llu Ser Ala Val He Glu Gly Gly Arg Asn Gly Val Met 

35 40 45 

Pro Gly Gly Glu Gin Gin Val Leu Gin Ser Leu Glu Ser Lys Gin Gin 

Asp ^r Thr Ser Phe Asn Gin Asn Gin Gin Leu Ala Leu Gin Met Glu 

Ser Ala Ala He Gin Gin Glu Trp Thr Met Val Ala Ala Ala Leu Ala 

85 90 95 

Leu Met Asn Gin He Phe Ala Lys Leu He Arg Arg Phe Lys 
100 105 110 

(2) INFORMATIONS POUR LA SEQ ID NO: 697: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 214 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 689846 69 0487 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 697: 

Lys Ser Glu Val Glu Pro Ser Ser Leu Asn Tyr Phe Asn Ala Met Val 
1 5 10 

Glu Ala Lys Lys Thr Phe Val Glu Thr Ser Pro He Gin Met Val Tyr 
Ser ser Leu Met Leu Asp Lys Tyr Leu Pro Asn Gin Gin Tyr He Leu 
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35 










40 










45 








Glu 


Thr 


Leu 


Gly 


Ser 


Gin 


Met 


Thr 


Phe 


Ser 


Asn 


Lys 


Ala 


Ala 


Arg 


Tyr 




50 










55 










60 










Leu 


Asn 


Asp 


He 


He 


Ala 


His 


Ala 


Val 


Ser 


Phe 


Gin 


Thr 


Ala 


Asn 


Val 


65 










70 










75 










80 


Tyr 


Tyr 


Ser 


Leu 


Gly Met 


Tyr 


Leu 


Arg 


Gin 


Met 


Asn 


Gin 


Gin 


Glu 


Phe 










85 










90 










95 




Pro 


Glu 


Val 


He 


Ser 


Arg Ala Asn 


Asp 


Thr 


Val 


Lys 


Lys 


Glu 


He 


Asp 








100 










105 










110 






Arg 


Ser 


Arg 


Ala 


Asp 


Leu 


Phe 


His 


Cys 


Lys 


Lys 


Ala 


He 


Glu 


Lys 


He 






115 










120 










125 








Lys 


Glu 


Leu 


Val 


Thr 


Ser 


He 


Asn 


Ala 


Asp 


Thr 


Glu 


Leu 


Thr 


Ser 


Ser 


130 










135 










140 










Gin 


Arg 


Ala 


Glu 


Leu 


Leu 


Glu 


Thr 


Leu 


Ala 


Ser 


Tyr 


Ala 


Phe 


Glu 


Phe 


145 










150 










155 










160 


Glu 


Asn 


Leu 


Tyr 


His 


Asn 


Leu 


Ser 


Asn 


Val 


Tyr 


Val 


Met 


Val 


Ser 


Lys 










165 










170 










175 




Val 


Gin 


lie 


Ser 


Gly 


Val 


Thr 


Cys 


Leu 


Met 


Lys 


Trp 


Met 


Arg 


Leu 


Leu 








180 










185 










190 






Leu 


Leu 


Arg 


Leu 


Asp 


Arg 


Arg 


Asn 


Ser 


He 


Leu 


Gly 


Phe 


Ser 


Ser 


Leu 






195 










200 










205 








Gin 


His 


Leu 


Lys 


Val 


Leu 























210 



(2) INFORMATIONS POUR LA SEQ ID NO : 698: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 85 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 69 0463 69 07 17 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 69 8: 



Ala 


Phe 


Gly 


Asp 


Tyr 


Asn 


Gly Val 


Tyr 


Leu 


Phe 


Asp 


Asn 


Lys 


Gly 


Leu 


1 








5 










10 










15 




Ala 


Thr 


Asn 


Leu 
20 


Phe 


Asn 


Pro 


Thr 


Phe 
25 


Phe 


Phe 


Asp 


Val 


Val 
30 


Ser 


Leu 


Met 


Thr 


Ala 
35 


Asp 


Pro 


Thr 


Lys 


Thr 
40 


Met 


Ser 


Arg 


Gin 


Asp 
45 


Tyr 


Asn 


Lys 


Val 


He 
50 


Thr 


Ala 


Ser 


Glu 


Ser 
55 


Ser 


He 


Gin 


Lys 


He 
60 


Asn 


Gin 


Ala 


He 


Thr 


Ala 


Trp 


Glu 


Leu 


Ala 


He 


Ala 


Glu 


Cys 


Gly 


Thr 


Lys 


Lys 


Ala 


Lys 


65 










70 










75 










80 


Ser 


Asn 


His 


Pro 


Val 
85 

























(2) INFORMATIONS POUR LA SEQ ID NO: 699: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 400 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 690672 .. 691871) 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 699: 

Pro Glu Ser Arg Ser Met Leu Leu Gin Cys He Cys Arg Ser Val Phe 

Phe Phe Gin Gin Leu Asp Glu Lys Ser Lys Gly Leu Lys Arg Ala Leu 

Gly Leu Leu Glu Val Asp Leu Glu Lys Phe He Pro Ser Leu Glu 

35 40 45 

Lvs Ser Pro Thr Pro He Thr Thr Gly Thr Thr Ser Lys He Ser Ala 

cn 55 ^ 

Asp Gly He Glu lie Val Gly Glu Leu Ser Ser Glu Thr He Leu Ala 

Asp Pro Asn Lys Ala IL Ala Gin Val Phe Gly Glu Gly Leu Ala Asp 

Ser Phe Asp Asp Trp Leu Arg Leu Ser Glu Asn Gly Gly He Gin Asp 

Pro Thr Ala He Glu Glu Glu He Val Thr Lys Tyr Gin Thr Glu Leu 

Asn Thr III Arg Asn Lys Leu Lys Gin Gin Ser Leu Thr Asp Asp Glu 

Tyr Thr Lys Leu Tyr Ala He Pro Gin Asn Phe Val Lys Glu He Glu 

III Leu Lys Asn Glu Asn Asn Val Arg Leu He Pro Lys Ser Lys Val 

Thr Asn Phe Trp Gin Asn He Met Leu Thr Tyr Asn Ser Val Thr Ser 

180 185 
Leu Ser Glu Pro Val Ala Asp Ala Met Asn Thr Thr Met Thr Glu Tyr 

195 200 205 

Ser Leu Tyr He Glu Arg Ala Thr Glu Ala Ala Lys Leu He Arg Glu 
210 215 220 

Glu Gin Thr Gly He Phe Arg Leu Lys Gly Ala Glu Tyr Asn Ala Leu 
Glu Gly Asn Met He Gin Ser Leu Leu Ser Phe Ala Gly Leu Phe Arg 

Gin Leu Met Ser Arg Thr Ala Thr Val Asp Glu He Gly Ala Leu Tyr 

280 28b 



He Sr Asn Thr He Lys Asp He Phe Asn Pro Val Trp Asp Val Arg 



230 



275 
Asn 

Tyr Va U l Asn Ser Leu Ala Asp Leu Lys Ala Asn Glu Gin Val Lys Leu 



Pro Lys Asn Asp Lys Asn Glu Asp Val He His Thr Ala He Asp Asp 

290 



Asn Gly Leu Leu Ser Leu Val Tyr Ala Tyr Tyr Ala Ser Thr Leu Gly 
Phe Ala Lys Lys III Val Phe Asn Asn "la Gin Ala Ser Phe Thr Asp 



Tyr Thr Asn Phe Leu Asn Gin Glu He Gin Tyr Trp Arg Pro Arg Glu 
355 360 ™* 



340 345 

T & ct*i r:in Glu He Gin Tyr Trp 

365 

Thr Ser Ser Phe Asn He Ser Asn Gin Ala Leu Arg Thr Phe Lys Asn 

375 380 
Lys Pro ser Val He He Thr Ala Tyr He Phe Leu He He Lys Asp 
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(2) INFORMATIONS POUR LA SEQ ID NO: 700: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

<A) LONGUEUR: 599 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME : complement ( 692041 693837 ) 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 700: 



Met 


Thr 


Gly 


Asp 


Trp 


He 


Ser 


Lys 


He 


Thr 


His 


Ser 


Gly 


Leu 


Lys 


Ser 


1 








5 










10 










15 




Trp 


He 


Glu 


Glu 


Val 


He 


Ala 


Leu 


Val 


Ser 


Pro 


Asp 


Asp 


Val 


Arg 


Leu 








20 










25 










30 






Cys 


Asp 


Gly 


Ser 


Glu 


Ala 


Glu 


Tyr 


Gin 


Gin 


Leu 


Cys 


Gin 


Gin 


Met 


Gin 






35 










40 










45 . 








Asp 


Ala 


Gly 


Val 


Met 


Thr 


Pro 


Leu 


Asn 


Pro 


Glu 


Leu 


His 


Pro 


Asn 


Cys 




50 










55 










60 










Phe 


Leu 


Val 


Arg 


Ser 


Ser 


Pro 


Ser 


Asp 


Val 


Ala 


Arg 


Ala 


Glu 


Gin 


Phe 


65 










70 










75 










80 


Thr 


Phe 


He 


Cys 


Thr 


Lys 


Thr 


Gin 


Glu 


Glu 


Ala 


Gly 


Pro 


Thr 


Asn 


Asn 










85 










90 










95 




Trp 


Arg 


Asp 


Pro 


Gin 


Glu 


Met 


Arg 


Ala 


Glu 


Leu 


His 


Ala 


Leu 


Phe 


Arg 








100 










105 










110 






Gly 


Cys 


Met 


Arg 


Gly 


Arg 


Thr 


Leu 


Tyr 


He 


Val 


Pro 


Phe 


Cys 


Met 


Gly 






115 










120 










125 








Pro 


Leu 


Asn 


Ser 


Pro 


Phe 


Ser 


Leu 


He 


Gly 


Val 


Glu 


He 


Thr 


Asp 


Ser 




130 










135 










140 










Pro 


Tyr 


Val 


Val 


Cys 


Ser 


Met 


Lys 


lie 


Met 


Thr 


Arg 


Met 


Gly 


Ala 


Ser 


145 










150 










155 










160 


Val 


Leu 


Ala 


Met 


Leu 


Gly 


Ser 


Asn 


Gly 


Thr 


Phe 


Tyr 


Lys 


Cys 


Leu 


His 










165 










170 










175 




Ser 


Val 


Gly 


Lys 


Pro 


Leu 


Ala 


Pro 


Gly 


Glu 


Lys 


Asp 


Val 


Ala 


Trp 


Pro 








180 










185 










190 






Cys 


Asp 


Pro 


Glu 


His 


Met 


Arg 


He 


Val 


His 


Phe 


Gin 


Asp 


Asp 


Ser 


Ser 




195 










200 










205 








Val 


Met 


Ser 


Phe 


Gly 


Ser 


Gly 


Tyr 


Gly 


Gly 


Asn 


Ala 


Leu 


Leu 


Gly 


Lys 




210 










215 










220 










Lys 


Cys 


Xaa 


Thr 


Leu 


Arg 


Leu 


Ala 


Ser 


Tyr 


Leu 


Gly 


His 


Gin 


Gin 


Gly 


225 








230 










235 










240 


Trp 


Leu 


Ala 


Glu 


His 


Met 


Leu 


He 


He 


Gly 


Val 


Thr 


Asn 


Pro 


Glu 


Gly 








245 










250 










255 




Arg 


Lys 


Lys 


Tyr 


Phe 


Ala 


Ala 


Ala 


Phe 


Pro 


Ser 


Ala 


Cys 


Gly 


Lys 


Thr 








260 










265 










270 






Asn 


Leu 


Ala 


Met 


Leu 


Met 


Pro 


Lys 


Leu 


Pro 


Gly Trp 


Lys 


Val 


Glu 


Cys 






275 










280 










285 








He 


Gly 


Asp 


Asp 


He 


Ala 


Trp 


He 


Arg 


Pro 


Gly Asn 


Asp 


Gly 


Arg 


Leu 




290 










295 










300 










Tyr 


Ala 


Val 


Asn 


Pro 


Glu 


Phe 


Gly 


Phe 


Phe 


Gly Val 


Ala 


Leu 


Gly 


Thr 


305 










310 










315 










320 


Ser 


Glu 


Thr 


Thr 


Asn 


Pro 


His 


Ala 


Leu 


Ala 


Thr 


Cys 


His 


Ala 


Asp 


Ser 










325 










330 










335 




Leu 


Phe 


Thr 


Asn 


Val 


Ala 


Leu 


Thr 


Ala 


Asp 


Gly Asp 


Val 


Trp 


Trp 


Glu 



340 345 350 
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Gly Lys Thr Thr Thr Pro Pro Gin oly Met He Asp Trp Lys Gly Arg 
Ala Trp Val Ser Gly Gly Glu Pro Ala Ala His Pro Asn Ala Arg Phe 



Thr All Pro Leu Asp His Cys Pro Ser Leu Asp Pro Gin Trp Asn Asn 



375 



390 395 



III Gin Gly val Pro Leu Glu Ala Val lie Phe Gly Gly Arg Arg Thr 



Glu Thr lie Pro ill Val Tyr Glu Ala Leu Ser Trp Glu His Gly Val 



425 



430 



Met Met Gly Ala Gly Met Ser Ser Thr Thr Thr Ala Ala He Val Gly 

.^q 440 <±f±-j 

Glu Leu Gly Lys Leu Arg His Asp Pro Phe Ala Met Leu Pro Phe cys 

455 4 o u 

Oly Tyr Asn Met Ala Ala Tyr Phe Glu His Trp Leu Ser Phe Ala Thr 

tyl Gly Leu Gin Leu ill Arg He Phe Gly val Asn Trp Phe Arg Lys 

ASP Glu His Gly Sn Phe lie Trp Pro Gly Phe Ser Glu Asn Leu Arg 



Val Leu Glu Trp He Phe Arg Arg Thr Asp Gly Glu Asp Ala He Ala 

His Arg Thr Pro Val Xaa Tyr Leu Pro Thr Ala Glu Gly Leu Asn Thr 

Ser lly Leu Asp Leu Ser Glu Asp Ala Leu Arg Ala Leu Leu Thr Val 

Asp Ala Gin Gly Trp Lys Ala Glu Val Ser Asn He Arg Lys Tyr Cys 

Ser He Phe Gly "a Asp Met Pro Gin Arg He Leu Glu Glu Leu Ser 

580 585 
Arg He Glu Ser Glu Leu Lys 
595 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 339 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 693 837 .. 694853 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 701: 
val Phe Asn Phe Phe Ser Gly Asn Val Gly He Asp Leu Gly Thr Ala 
Asn Thr Leu Val Tyr Val Arg Gly Arg Gly He Val Leu Ser Glu Pro 
ser val Val fla Val Asp Ala Gin Thr His Ala Val Leu Ala Val Gly 
His Lys Ala Lys Ala Met Leu G^y Lys Thr Pro Arg Lys He Val Ala 
Val Arg Pro Met Lys Asp Gly Val lie Ala Asp Phe Glu He Ala Glu 
Sly Met Leu Lys Ala Leu He Lys Arg Val Thr Pro Ala Arg Ser Met 
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Phe Arg Pro Lys 
100 

Glu Lys Arg Ala 
115 

Val lie Leu lie 
130 

Pro Val His Glu 
145 

Thr Thr Glu lie 

Ser Leu Arg lie 
180 

Met Arg Arg Thr 
195 

He Lys He Thr 
210 

Glu Met Glu Val 
225 

Lys Arg He Asn 

Gin Gin He He 
260 

Glu Leu Ser Ala 
275 

Gly Ala Leu He 
290 

Leu Ser Val He 
305 

Thr Gly Lys Ala 
Ser Leu Val 



85 

He Leu He Ala 

Val Glu Asp Ser 
120 

Glu Glu Pro Met 
13 5 

Pro Ala Ala Ser 
150 

Ala He He Ser 
165 

Ala Gly Asp Glu 

Tyr Asn Leu Met 
200 

He Gly Ser Ala 
215 

Arg Gly Arg Asp 
230 

Ser Val Glu He 
245 

Glu Cys Val Arg 

Asp Leu Val Glu 
280 

Lys Gly Leu Asp 
295 

Thr Ala Pro His 
310 

Leu Glu His Leu 
325 



90 

Val Pro Ser Gly 
105 

Ala Leu His Ala 

Ala Ala Ala He 
140 

Met He He Asp 
155 

Leu Gly Gly He 
170 

Phe Asp Glu Cys 
185 

He Gly Pro Arg 

Tyr Pro Leu Gly 
220 

Gin Val Ala Gly 
235 

Arg Glu Cys Leu 
250 

Leu Thr Leu Glu 
265 

Arg Gly Met Val 

Lys Ala Leu Ser 
300 

Pro Leu Leu Ala 
315 

Asp Gin Leu Lys 
330 



95 

He Thr Gly Val 
110 

Gly Ala Gin Glu 
125 

Gly Val Asp Leu 

He Gly Gly Gly 
160 

Val Glu Ser Arg 
175 

He He Asn Tyr 
190 

Thr Ala Glu Glu 
205 

Asp Gin Glu Leu 

Leu Pro He Thr 
240 

Ala Glu Pro He 
255 

Lys Cys Pro Pro 
270 

Leu Ala Gly Gly 
285 

Lys Asn Thr Gly 

Val Cys Leu Gly 
320 

Lys Arg Lys Glu 
335 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 02: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 774 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineai re 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 694942 6972 63 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 702: 

Tyr Ser Tyr Pro Gly Ser Ser Val Trp Phe Leu Leu Arg Glu Arg Phe 

! 5 10 15 

Ala Ser He Pro Lys Phe He Ala Glu Leu Ser Asn Val Glu Ala Leu 

20 25 30 

Asn Val Phe Ser Thr Leu Pro Tyr Thr Glu Glu Leu Gin Gly Val Cys 

35 40 45 

Asp He Ser Tyr Leu Asp Gly Glu Leu Glu Ala Arg Leu Phe Phe Leu 

50 55 60 

Tyr Asp Gly Gin Lys Val Pro Ala Thr Ser Phe Ser Leu Gin Tyr Gin 
65 70 75 80 
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550 555 560 

III Glu Leu Ser Arg Leu Val Lys Gin Glu Gly Phe Glu Arg lie His 

lie His Val Leu HI Thr Leu Thr Arg Leu Lys Gin He Cys Cys His 

580 585 
Pro Ala He Phe Ala Lys Asp Thr Pro Glu Pro Gly Asp Ser Ala Lys 
595 600 605 



Tyr Asp Met Leu Met Asp Leu Leu Ser Ser Leu Val Asp Ser Gly His 

— ^ 62 0 

Leu 

Tyr 

645 650 655 



Lys Sr Val Val Phe Ser III Tyr Thr Lys Met Leu Gly He He Arg 
S! Asp Leu Glu Ala Lys Gly He Pro Phe Val Tyr Leu Asp Gly Ser 



Thr Lys Asn Arg Leu Glu He Val Gin Gin Phe Asn Glu Asp Pro Gly 

Leu Leu Val III Leu Val Ser Leu Lys Ala Gly Gly Thr Gly Leu Asn 

675 680 685 

Leu Val Gly Ala Asp Thr Val He His Tyr Asp Met Tr P Trp Asn Pro 

Ala III Glu Asn Gin Ala Thr Asp Arg Val His Arg He Gly Gin Ser 

Arg ser val Ser Ser Tyr Lys Leu Val Thr Leu Asn Thr He Glu Glu 

Lys He Leu Ser III Gin Asn Arg Lys Lys Gly Leu Val Lys Lys Val 

He Asn Ser Asp Asp Glu Val Val Ser Lys Leu Thr Trp Glu Glu Val 

755 760 765 

Leu Glu Leu Leu Gin He 
770 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 05 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 69717 0 .. 698084 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 703: 
Gly He Thr Arg Asp Phe Cys Arg cys Ser Asp Ser Arg Gly Gly Thr 
Lys Arg Ser Gly Thr Pro Lys Arg Asn Leu Arg Glu Tyr Asn His Ala 



Ala Asn Val Leu Ser Glu Asn Pro Phe Phe Leu Pro Leu Glu Tyr Ser 



Glu Lys Asp Ser Ala Gly Leu "a Val Leu Phe Val Pro Gin Lys Asn 

Glu lly Glu Val Phe Ser Pro Asn Gin Pro lie Glu Phe Gin Leu Val 

Leu Arg Leu Pro Gly Arg Ser Lys Pro Phe Tyr lie Ser Asn He Lys 

Thr Phe Leu Glu Gly val Leu Tyr Gin gJu Pro He Val Phe Ser Gly 
100 105 110 
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Arg Arg Phe Phe Phe Thr Leu Gin Ser Phe Ser Ala Ser Asp Arg Lys 

115 120 125 

Leu lie Asp Leu Leu He Arg Tyr Ala Arg Tyr Ala Thr Gly Ser Ser 

130 135 140 

Glu Glu Lys Leu Leu Lys Ser Ala Phe Leu Thr Pro Ala Ser Leu Gly 
145 150 155 160 

Met He Leu Ser Lys Met Phe Glu His Gin Met Ala Glu Ser Gly Gly 

165 170 175 

Ser Gin Leu Gly Glu Arg Glu Cys Phe Gin Gly He Phe Cys Gly Asn 

180 185 190 

Leu Glu Glu Pro Leu Leu Trp Ser Val Ser Pro Ala Lys Met Lys Phe 

195 200 205 

His Leu Asp Tyr Phe Asp Thr Pro Tyr Lys Ala Leu Leu Met Lys Pro 

210 215 220 

Leu He Val Val Asp Glu Glu Glu Leu Gin Pro Glu Gin Ala Val Leu 
225 230 235 240 

Leu Glu Ser Asn Tyr Pro Gly He. He His Lys Asn Val Tyr His His 

245 250 255 

Phe Leu Pro Gin He Lys Arg Ala His Leu Arg Thr Phe Ala Gly Leu 

260 265 270 

Arg Asp He Ala He Pro Glu Ala Leu Phe Gly Ser Phe Cys Glu Asn 

275 280 285 

Ala Leu Pro Val Phe Arg Asn Leu Leu Arg Asn Cys Pro Met Ser Arg 
290 295 300 

Leu 
305 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 04: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 138 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 697979 6983 92 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 704: 



His 


Thr 


Xaa 


Arg 


Leu 


Glu 


Lys 


Ser 


Tyr 


Phe 


Ala 


Gin 


Gly 


Ala 


Val 


Val 


1 






5 










10 










15 




Ser 


Ala 


Lys 


He 


Leu 


Ser 


Met 


Asn Gly 


Glu 


Thr 


Val 


Cys 


He 


Ser 


Ala 






20 










25 










30 






Gin 


He 


Arg 


Gly 


Ser 


Tyr Asp 


Asn 


Val 


Tyr 


Glu 


Cys 


Glu 


He 


Glu 


Val 






35 










40 










45 








Asp 


Arg 


Ala 


Glu 


Ser 


Asp 


Thr 


Val 


Asp 


Ser 


Asn 


Cys 


Asp 


Cys 


Ser 


Tyr 


50 










55 










60 








Gin 


Asn 


Tyr 


Asp 


Cys 


Gin 


His 


Val 


Val 


Ala 


Leu 


Leu 


Phe 


Tyr 


Leu 


Glu 


65 




70 










75 










80 


Tyr 


Phe 


Asn 


Glu 


Met 


Val 


Val 


Thr 


Tyr 


Ser 


Lys 


Glu 


Ala 


Asp 


Leu 


Ser 








85 










90 










95 




Ser 


Asn 


Glu 


Glu 


Val 


Ser 


Lys 


Glu 


Leu 


Gin 


Glu 


Thr 


Phe 


Val 


Val 


Ala 








100 










105 










110 




He 


Ala 


He 


Arg 
115 


Glu 


Glu 


Glu 


Arg 


Arg 
120 


Asp 


Arg 


Glu 


His 


Gin 
125 


Lys 


Glu 


Phe 


Gly 


Asn 


Thr 


He 


Met 


Leu 


Leu 


Met 


Phe 
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130 "5 



(2) INFORMATIONS POUR LA SEQ ID NO : 705: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 432 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(Viii) POSITION DANS LE GENOME : 698822 .. 700117 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 705: 
Phe Ser lie Asn He Glu Glu Asn Ala Gly Cys Val Val Ser Ala Lys 
Val Gin Ala Asn Pro Leu Val Thr Gin Lys Cys His Lys Glu Ala Leu 
Lys Thr Val Lys Lys Asn Val Val Leu Pro Gly Phe Arg Lys oly Lys 
Ala Pro Asp Asn He Val Glu Ser Arg Tyr Ser Thr Gin Val Glu Gin 
Glu Leu Arg Arg Leu Phe Leu Arg Ala Ser Phe Glu Ala Leu Ser Gin 
2t Cys Asp Arg Lys Pro Leu Ser Pro Lys Ala Val Arg Ser Ser Ala 
lie Asp Thr Cys Asn Pro Val Asn Gly Gly Ser Va! Ser Phe Leu Tyr 



Glu Ala Phe Pro Val lie Pro Ser Leu Pro Trp Glu Gin Leu Ser Leu 



120 



125 



Pro Asp Ho Glu Pro Val Lys Glu He Ser Glu Glu Asp Leu Glu Asn 



135 



Gly Leu Lys Asn Val Ala Tyr Phe Phe Ala Thr Lys Thr Pro Val Thr 



Ar g Pro Ser Gin Glu Gly Asp Phe He Ser Leu Ser Leu Tyr Val Ser 



i _ a „ il 5 . Asn Ser T hr Pro Val Ala He Phe Glu Asn Lys 
Lys Arg Gly Asp Glu Asn t>er inr ^ q 



Tyr Phe Lys He Ser Glu Glu Asp Met Thr Asp Ser Phe Lys Ala Arg 



185 



200 



Phe Leu Asn Val Ser Thr Gly His Arg Val Glu Glu Glu He Gly ser 



Glu Asp He Gin Ser Phe III Asn Gly Asp Leu Leu Thr Phe Thr Val 



Asn Ala Val He Glu fie Ser Ser Pro Glu Met Asp Asp Glu Ly. Ala 



235 



245 250 



A rg Glu Leu Gin Ala Glu Ser Leu Glu Asp Leu Lys Lys I*. Leu Arg 



He Gin Leu llu Asn Gin Ala Lys gIu Ala Gin His Gin Lys Arg Phe 



ser Asp A ? la Glu Asp Ala Leu Ala Gin Leu He Asp Phe Asp Leu Pro 



280 



Glu Ser Leu Leu Arg Glu Arg Glu Glu Leu Leu ser Arg Glu Lys Leu 
£ » Ala « feu V,! TVr <*- ~ ^ «*" G1U 



300 
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Gin 


Lys 


Gin 


Ala 


Leu 


Leu 


Glu 


Glu 


Ala 


Lys 


Ala 


Asp 


Til a 


Arg 


Lys 


Ala 






340 










345 










350 






Val 


Lys 


Leu 


Leu 


Phe 


Leu 


Thr 


Gin 


Lys 


vai 


File 


Ser 


blU 


Lys 


\jxy 


Leu 




355 










360 










365 








Ser 


He 
370 


Ser 


Arg 


Glu 


Glu 


Leu 
375 


Gin 


Tyr 


Met 


Met 


Asp 
380 


Val 


Cys 


Ser 


Arg 


Glu 


Arg 


Phe 


Gly 


Gly 


Tyr 


Pro 


Pro 


Lys 


Asp 


He 


Ser 


Asn 


Glu 


Met 


He 


385 










390 










395 










400 


Gin 


Glu 


Leu 


Val 


Leu 
405 


Val 


Ala 


Arg 


Asp 


Arg 
410 


Leu 


Thr 


Tyr 


Arg 


Lys 
415 


Ala 


He 


Glu 


Ala 


He 
420 


Ser 


Ser 


Glu 


Lys 


Lys 
425 


Asp 


Leu 


Glu 


Val 


Val 
430 


Pro 


Ser 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 06: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 203 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: 7 00287 .. 7 0089 5 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 7 06: 



Met 


Thr 


Leu 


Val 


Pro 


Tyr 


Val 


Val 


Glu 


Asp 


Thr 


Gly 


Arg 


Gly 


Glu 


Arg 


1 








5 










10 










15 




Ala 


Met 


Asp 


He 
20 


Tyr 


Ser 


Arg 


Leu 


Leu 
25 


Lys 


Asp 


Arg 


He 


Val 
30 


Met 


He 


Gly 


Gin 


Glu 


He 


Thr 


Glu 


Pro 


Leu 


Ala 


Asn 


Thr 


Val 


He 


Ala 


Gin 


Leu 




35 










40 










45 








Leu 


Phe 
50 


Leu 


Met 


Ser 


Glu 


Asp 
55 


Pro 


Thr 


Lys 


Asp 


He 
60 


Gin 


He 


Phe 


He 


Asn 


Ser 


Pro 


Gly 


Gly 


Tyr 


He 


Thr 


Ala 


Gly 


Leu 


Ala 


He 


Tyr 


Asp 


Thr 


65 










70 










75 










80 


He 


Arg 


Phe 


Leu 


Gly 
85 


Cys 


Asp 


Val 


Asn 


Thr 
90 


Tyr 


Cys 


He 


Gly 


Gin 
95 


Ala 


Ala 


Ser 


Met 


Gly 
100 


Ala 


Leu 


Leu 


Leu 


Ser 
105 


Ala 


Gly 


Thr 


Lys 


Gly 
110 


Lys 


Arg 


Tyr 


Ala 


Leu 


Pro 


His 


Ser 


Arg 


Met 


Met 


He 


His 


Gin 


Pro 


Ser 


Gly 


Gly 




115 










120 










125 








He 


He 
130 


Gly 


Thr 


Ser 


Ala 


Asp 
135 


He 


Gin 


Leu 


Gin 


Ala 
140 


Ala 


Glu 


He 


Leu 


Thr 


Leu 


Lys 


Lys 


His 


Leu 


Ser 


Asn 


He 


Leu 


Ala 


Glu 


Cys 


Thr 


Gly 


Gin 


145 






150 










155 










160 


Ser 


Val 


Glu 


Lys 


He 


He 


Glu 


Asp 


Ser 


Glu 


Arg 


Asp 


Phe 


Phe 


Met 


Gly 








165 










170 










175 




Ala 


Glu 


Glu 


Ala 
180 


He 


Ala 


Tyr 


Gly 


Leu 
185 


He 


Asp 


Lys 


Val 


He 
190 


Ser 


Ser 


Ala 


Lys 


Glu 
195 


Thr 


Lys 


Asp 


Lys 


Ser 
200 


He 


Ala 


Ser 













(2) INFORMATIONS POUR LA SEQ ID NO: 707: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 418 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 700912 . .702165 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 707: 

Gin Lys Lys Asn Leu Ala Val cys Ser Phe Cys Gly Arg Ser Glu Lys 

1 5 io 15 

Asp Val Glu Lys Leu He Ala Gly Pro Ser Val Tyr He Cys Asp Tyr 

20 25 30 

Cys He Lys Leu Cys Ser Gly He Leu Asp Lys Thr Pro Ala Pro Ala 

35 40 45 

Thr Gin Glu He Ala Thr Ser Ser Thr Ser Ser Pro Thr Ser Leu Arg 

50 55 60 

Val Leu Thr Pro Lys Glu He Lys Arg His He Asp Ser Tyr Val He 
65 70 75 80 

Gly Gin Glu Arg Ala Lys Lys Thr He Ser Val Ala Val Tyr Asn His 

85 90 95 

Tvr Lys Arg He Arg Ala Leu Met Gin Asp Lys Gin Val Ser Tyr Gly 

100 105 HO 

Lys Ser Asn Val Leu Leu Leu Gly Pro Thr Gly Xaa Gly Lys Thr Leu 

115 120 125 

He Ala Lys Thr Leu Ala Lys He Leu Asp Val Pro Phe Thr He Ala 

130 135 140 

Asp Ala Thr Thr Leu Thr Glu Ala Gly Tyr Val Gly Glu Asp Val Glu 
145 150 155 160 

Asn He Val Leu Arg Leu Leu Gin Ala Ala Asp Tyr Asp Val Ala Arg 

165 170 175 

Ala Glu Arg Gly He He Tyr He Asp Glu He Asp Lys He Gly Arg 

180 185 190 

Thr Thr Ala Asn Val Ser He Thr Arg Asp Val Ser Gly Glu Gly Val 

195 200 205 

Gin Gin Ala Leu Leu Lys He He Glu Gly Thr Val Ala Asn He Pro 

210 215 220 

Pro Lys Gly Gly Arg Lys His Pro Asn Gin Glu Tyr He Arg Val Asn 
225 230 235 240 

Thr Glu Asn He Leu Phe He Val Gly Gly Ala Phe Val Asn Leu Asp 

245 250 255 

Lys He He Ala Lys Arg Leu Gly Arg Thr Thr He Gly Phe Ser Glu 

260 265 270 

Glu Thr Asp Leu Ala Val Thr Asn Arg Asp His Leu Leu Ala Lys Val 

275 280 285 

Glu Thr Glu Asp Leu He Thr Phe Gly Met He Pro Glu Phe He Gly 

290 295 300 

Arg Phe Asn Cys He Val Asn Cys Glu Glu Leu Thr Leu Asp Glu Leu 
305 310 315 320 

Val Glu He Leu Thr Glu Pro Ala Asn Ala He Xaa Lys Gin Tyr Arg 

325 330 335 

Glu Leu Phe Glu Glu Glu Asn Val Lys Leu He Phe Glu Lys Glu Ala 

340 345 350 

Leu Tyr Ala He Ala Gin Lys Ala Lys Gin Ala Lys Thr Gly Ala Arg 

355 360 365 

Ala Leu Gly Met He Leu Glu Asn Leu Leu Arg Asp Leu Met Phe Glu 
370 375 380 
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lie Pro Ser Asp Pro Thr Val Glu Ala lie Arg lie Glu Glu Asp Thr 
385 390 395 400 

lie Thr Gin Asn Lys Pro Pro Val lie lie Gin Lys Ser Pro Glu Ala 
405 410 415 

lie Ala 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 08: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 410 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 7 02183 .. 7 03412 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 708: 



Met 


Thr 


ply, 


Ser 


i nr 


Leu 


tj-LU 


Val 


Ha 


Lys 


Lys 


Tip 

lie 


Val 


Arg 


Lys 


Leu 


X 








c 
D 










1 n 

1 u 










15 




Arg 


Asn 


Ala 


Gly 


Tyr 


Gin 


Ala 


Tyr 


r>*K 


Val 


ijiy 




Ser 


Val 


Arg 


Asp 








6 u 










Zj 










30 






Met 


Leu 


Leu 




Arg 


Pro 


lie 


bill 


pin 


"I 

V Ct J. 


Asp 


Tip 
lie 


Ala Thr 


Asn 


Ala 






35 










40 










45 








Ser 


Pro 


Thr 


He 


Val 


Thr 


Thr 


He 


Phe 


Pro 


Asp 


Thr 


Leu 


Ser 


He 


Gly 




50 










55 










60 










Ala 


Ala 


Phe 


Gly 


He 


He 


Ala 


Val 


Lys 


GlU 


Asn 


Gly 


Gin 


Leu 


Phe 


Glu 


65 










70 










75 










80 


Val 


Ala 


Thr 


Phe 


Arg 


Ser 


Asp 


Glu 


Asp 


Tyr 


Glu 


Asp 


Gly 


Arg 


His 


Pro 










85 










90 










95 




Asn 


Arg 


Val 


Val 


Phe 


Ala 


Ser 


Met 


Lys 


Asp 


Asp 


Ala 


He 


Arg 


Arg Asp 








100 










105 










110 






Phe 


Thr 


He 


Asn 


Gly 


Met 


Tyr 


Tyr 


Asp 


Pro 


Phe 


Leu 


Glu 


Lys 


Leu 


Phe 






115 










120 










125 








Asp 


Leu 


Val 


Glu 


Gly 


Arg 


Ala 


Asp 


Leu 


Glu 


Arg 


Xaa 


He 


He 


Arg 


Ala 




130 










135 










140 










He 


Gly 


Asn 


Pro 


Lys 


Gin 


Arg 


Phe 


Leu 


GlU 


Asp 


Lys 


Leu 


Arg 


He 


Leu 


145 










150 










155 










160 


Arg 


Ala 


He 


Arg 


Phe 


Ala 


Ala 


Thr 


Leu 


Gly 


Phe 


Ala 


Leu 


Asp 


Pro 


Gin 








165 










170 










175 




Thr 


Glu 


Gin 


Ala 


He 


He 


Lys 


GlU 


Leu 


Pro 


Ser 


Leu 


Pro 


Asn 


Ser 


Val 








180 










185 










190 






Ala 


Pro 


Glu 


Arg 


He 


Trp 


Gin 


Glu 


Leu 


Lys 


Lys 


Met 


Leu 


Arg 


Thr 


Ala 






195 










200 










205 








Pro 


Tyr 


Glu 


Ser 


Leu 


Gin 


Leu 


Leu 


Thr 


Lys 


Leu 


Lys 


Val 


Leu 


Pro 


He 




210 










215 










220 










Leu 


Phe 


Pro 


Glu 


Leu 


Lys 


Val 


Ser 


Ser 


Ser 


Gly 


Phe 


Leu 


Arg 


Ser 


Ala 


225 










230 










235 










240 


He 


Ala 


Phe 


Ala 


Gin 


Lys 


He 


His 


Asp 


Ser 


Gin 


He 


Pro 


Glu 


He 


Ala 










245 










250 










255 




Leu 


Leu 


Leu 


Pro 


Leu 


Phe 


Arg 


Glu 


Val 


Asp 


Lys 


Glu 


Lys 


Ala 


Leu 


Glu 








260 










265 










270 






Ala 


Phe 


Ser 


Arg 


Leu 


Arg 


Val 


Ser 


Asn 


Lys 


Glu 


Leu 


Lys 


Leu 


Leu 


Glu 






275 










280 










285 








Asp 


Trp 


Tyr 


Ala 


Ala 


Leu 


Pro 


Gin 


Phe 


Leu 


Ser 


Lys 


Gin 


Asn 


Asp 


Lys 
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Pro Val Asp Arg Pro Leu Lys Val Ala Leu lie Gly His Pro Asn Val 

fly Lys ser Ser He III Asn Ala Leu Leu Lys Glu Glu Arg Cy. He 

245 2bU 
Thr Asp Asn Ser Pro Gly Thr Thr Arg Asp Asn He Asp Val Ala Tyr 

Thr His Asn III Lys Glu Tyr Val Phe He Asp Thr Ala Gly Leu Arg 

Lys Thr Lys Ser He Lys Asn III Val Glu Trp Met Ser Ser ser Arg 

Thr III Lys Ala He Ser Arg Thr Asp He Cys Leu Leu Val He Asp 

310 

HI Thr Gin Gin Leu Ser Tyr Gin Asp Lys Arg He Leu Ser Met He 
Ala Arg Tyr Lys Lys Pro His Val He Leu Val Asn Lys Trp Asp Leu 
Met Phe Gly vfl Arg Met Glu His Tyr Val Gin Asp Leu Arg Lys Met 
Asp Pro Tyr He Gly Gin Ala h£ He Leu Cys lie Ser Ala Lys Gin 
Arg Arg Asn Leu Leu Gin III Phe Ser Ala He Asp Asp He Tyr Thr 
HI Ala Thr Thr Lys Leu Ser Thr Ser Leu Val Asn Lys Val Leu Ala 
Ser Ala Met Gin ill His His Pro Gin Val He Asn Gly Arg Leu 

Ar g He Tyr £r Ala Xle His Lys Thr Thr Thr Pro Phe Thr Phe Leu 
L eu Phe lie Asn Ser Asn Ser Leu Leu Thr Lys Pro Tyr Glu Leu Tyr 
L eu Lys Asn Thr Leu Lys All Ala Phe Asn Leu Tyr Arg Val Pro Phe 
Asp Leu Glu Tyr Lys All Lys Pro Ala Arg Lys Ser Asn 



(2) INFORMATIONS POUR LA SEQ ID NO: 7 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 198 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 705011 . .705604 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 710: 

Lys Asn Lys Asn Leu Leu Leu Glu He lie Lys Thr Lys He Ser Tyr 

Phe Leu Glu He Leu He Pro Met His Tyr Glu Pro Tyr Ajp Glu Phe 

Ol„ Pro Asp Asn Glu Leu Asp His Leu He Cys Glu ser Asp Lys Thr 

Lys Pro Leu Asp Ala Tyr His Asp Thr Gly Val Tyr He Glu Glu Asp 

Asp Arg Glu Asn Gly Asp Leu Leu He Val Leu Gly Lys Ser He Leu 
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65 70 75 80 



Asn 


Gly 


Ala 


lie 


Arg 
85 


Gin 


Phe 


Tyr 


He 


Ser 
90 


Asp 


His 


Asn 


Tyr 


Ala 
95 


Tyr 


Thr 


Arg Gly 


Tyr 


Tyr 


Gin 


Gly 


Cys 


Trp 


Glu 


Gly 


Trp 


Phe 


Asn 


He 


Pro 








100 










105 










110 






Pro 


Lys 


Lys 
115 


He 


Thr 


Thr 


Ala 


Glu 
120 


Tyr 


Asp 


Cys 


Asp 


Gin 
125 


Leu 


Leu 


Gin 


Pro 


Asp 
130 


Leu 


Leu 


Leu 


Thr 


Thr 
135 


Asn 


Val 


Glu 


Lys 


Leu 
140 


He 


His 


Ala 


Pro 


Glu 


Asp 


Phe 


Pro 


Ala 


Gin 


Asn 


Ala 


Asn 


Leu 


Asp 


Asn 


He 


He 


He 


Cys 


145 








150 










155 










160 


Met 


Thr 


Ala 


Leu 


Asn 
165 


Gly 


Glu 


His 


Arg 


Val 
170 


Gin 


Phe 


Leu 


He 


Gly 
175 


Asp 


Asn 


His 


Arg 


Ser 


Phe 


Trp 


He 


Arg 


His 


His 


Asp 


Gly Glu 


Ser 


Trp 


Ser 








180 










185 










190 






Lys 


Trp 


Ser 
19 5 


Thr 


Phe 


He 























(2) INFORMATIONS POUR LA SEQ ID NO: 711: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 152 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (7057 04 .. 7 06159 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 711: 



Cys 


Arg 


Cys 


Gly 


Thr 


Asp 


Tyr 


He 


Gly 


Asp 


Leu 


Leu 


He 


Glu 


Ala 


Phe 


1 








5 










10 










15 




Asp 


Val 


Lys 


Phe 


Ser 


Ala 


Met 


Leu 


Ala 


Glu 


Phe 


Thr 


Glu 


He 


He 


Gly 








20 










25 










30 






Ser 


Ala 


Ala 


Asn 


Ala 


Gin 


Gly 


He 


Cys 


Asn 


Asp 


He 


Leu 


Arg 


Ser 


Val 






35 










40 










45 








He 


He 


Ser 


His 


He 


Asp 


Glu 


Glu 


Trp 


Lys 


Val 


His 


Leu 


Val 


Asp 


Met 




50 










55 










60 










Asp 


Leu 


Leu 


Arg 


Ser 


Glu 


Val 


Gly 


Leu 


Arg 


Ser 


Val 


Gly 


Gin 


Lys 


Asp 


65 










70 










75 










80 


Pro 


Leu 


He 


Glu 


Phe 


Lys 


Asn 


Glu 


Ser 


Phe 


Leu 


Leu 


Phe 


Glu 


Gly Leu 










85 










90 










95 




He 


Arg 


Asp 


He 


Arg 


He 


Ala 


He 


Val 


Lys 


His 


Leu 


Phe 


Ala 


Leu 


Glu 








100 










105 










110 






Leu 


Ser 


Leu 


Thr 


Arg 


Ser 


Asp 


Arg 


Pro 


Asp 


Asn 


Ala 


He 


Pro 


Thr 


Val 






115 










120 










125 








Ala 


Thr 


Ala 


Phe 


His 


Asn 


His 


Asp 


Asn 


Phe 


Arg 


Pro 


Met 


Glu 


Leu 


Thr 




130 










135 










140 










He 


Val 


Gly 


GlU 


Glu 


Glu 


Glu 


Ser 



















145 150 



(2) INFORMATIONS POUR LA SEQ ID NO: 712: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 128 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vill) POSITION * DE OENOHE, ,706138 . .706521) 

,xi) DESCRIPTION DE DA SEQUENCE : SEQ ID NO, 712, 
P*. Ala II. s.r OXy Pro Pro OXu OXy OXU »!. s.r ASP P» « 
Asp Ar 8 «- «. - ^ - f 5 ° WS M8 V " ^ ^ 

w * ,» 22. ««• ~ «. «» ^ « - If Met Asn w * 

OX» « cL *r XI. Tyr Ala P h . « » «P V* «• »1. Al, olu 
Asp £u P„. V.! val Ala X*. «« «- «• ™ so" 

ZL ». p.. - «. - ?„• Ala A ' p His CYS « " u 

P„ Dy. II. OXU £u Trp Deu s.r Jg s.r P». Pro V,I «« *P 

A » P ol » «u iS ™ «- - «s « ™ « £ Gln ™ 11,1 

115 12U 

(2) INFORMATIONS POUR LA SEQ ID NO : 713 : 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 53 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vlii) POSITION DANS DE GENOME : =o„pl.m.„t ,706496 . .708103 , 

,xi) DESCRIPTION DE I* SEQUENCE : SEQ ID NO, 713, 

s.r Al, Oly s.r Pro Pro OXu Dys Ar a Dys Ma „ ^ «» 

val val Tyr Gly ^ ~ OXy Ph. Gly Ph. rt Tyr ,au Ar g Asp 

Asn s.r XX. AX. - *, W s olu Gin val Gly Ar 3 OXy Ph. Tyr 

Ph. Al. S. IX. *P «1« XX. Asp S.r V,X D.u XX. A.p olu Ala Ar 9 

„ Pro Leu IX. XX. s.r Gly Pro Gly OXu Dys His Ash Pro val Tyr 

S. Glu D.u Dys Asp « vax Ala Glu D.u V,X Tyr Ph. 01. « «1« 

M « c cys Asn Hi. S. Ala XX. OXU Ala Ar g Dys VaX D.u Asp Pro Ph. 

L .u Gly Xhr Asp V,X Deu Pro Dys » Dys Dys VaX H.t OXu Ala IX. 

s« oxu £ cy S xr g .X. L« ttp D.u val s.r x,y. OXy M Pro ,.u 
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130 135 140 

Asn Arg Val Leu Arg Arg Val Arg Glu His Pro Asp Leu Arg Ala Met 
145 150 155 160 

lie Asp Lys Trp Asp Val Phe Tyr His Ala Glu Gin Asn Lys Glu Glu 

165 170 175 

Cys Leu Glu Lys Leu Ser Ser Leu Tyr lie Val Val Asp Glu His Asn 

180 185 190 

Asn Asp Phe Glu Leu Thr Asp Lys Gly Met Leu Gin Trp lie Glu Lys 

195 200 205 

lie Gly Gly Ala Ala Glu Asp Phe Val Met Met Asp Met Gly His Glu 

210 215 220 

Tyr Ala Leu lie Glu Glu Asp Ala Thr Leu Ser Pro Ala Asp Lys Leu 
225 230 235 240 

Asn Arg Lys lie Ala Val Ser Glu Lys Asp Thr Gin Arg Lys Ala Arg 

245 250 255 

Ala His Gly Leu Arg Gin Leu Leu Arg Ala His Leu Leu Met Glu Lys 

260 265 270 

Asp lie Asp Tyr lie Val Arg Asp Asp Gin lie Val lie lie Asp Glu 

275 280 285 

His Thr Gly Arg Pro Gin Pro Gly Arg Arg Phe Ser Glu Gly Leu His 

290 295 300 

Gin Ala lie Glu Ala Lys Glu His Val Thr lie Arg Lys Glu Ser Gin 
305 310 315 320 

Thr Phe Ala Thr Val Thr Leu Gin Asn Phe Phe Arg Leu Tyr Glu Lys 

325 330 335 

Leu Ala Gly Met Thr Gly Thr Ala lie Thr Glu Ser Arg Glu Phe Lys 

340 345 350 

Glu lie Tyr Ser Leu Tyr Val Leu Gin Val Pro Thr Phe Lys Pro Cys 

355 360 365 

Leu Arg lie Asp His Asn Asp Ala Phe Tyr Met Thr Glu Arg Glu Lys 

370 375 380 

Tyr Gin Ala lie Val Ala Glu lie lie Ser Ala His Arg Ser Gly Lys 
385 390 395 400 

Pro lie Leu lie Gly Thr Glu Ser Val Glu Val Ser Glu Lys Leu Ser 

405 410 415 

Arg lie Leu Arg Gin Asn Arg lie Asn His Thr Val Leu Asn Ala Lys 

420 425 430 

Asn His Ala Gin Glu Ala Glu lie lie Ala Gly Ala Gly Lys Val Gly 

435 440 445 

Ala Val Thr Val Ala Thr Asn Met Ala Gly Arg Gly Thr Asp lie Lys 

450 455 460 

Leu Asp Glu Glu Ala Val Ala Ala Gly Gly Leu Tyr Val He Gly Thr 
465 470 475 480 

Ser Arg His Gin Ser Arg Arg He Asp Arg Gin Leu Arg Gly Arg Cys 

485 490 495 

Ala Arg Leu Gly Asp Pro Gly Ala Ala Lys Phe Phe Leu Ser Phe Glu 

500 505 510 

Asp Arg Leu Met Arg Leu Phe Ala Ser Pro Lys Leu Asn Thr Leu He 

515 520 525 

Arg His Phe Arg Ser Ser Arg Arg 
530 535 



(2) INFORMATIONS POUR LA SEQ ID NO : 714: 

(i) CARACTER I ST I QUES DE LA SEQUENCE: 

(A) LONGUEUR: 107 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 

( viii) POSITION DANS LE GENOME : complement (7 08078 .. 7 083 98) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 714: 
Olu Arg Met Pro Ala Phe oly Arg Asn sjr Oly oly oly He Trp Val 
Ser Ser Ala Val oly Tyr Oly Ser Leu Arg Cys Ala Asp Ser Oly Xaa 
lie Ala Met "i. Lys Cly Phe He Thr Olu Met Oln Thr Oly Olu Oly 
Lys Thr Leu Thr Ala Val Met Pro Leu Tyr Leu Asn Ala Leu Ser Oly 
Ly s Pro Val His Leu Val T^r Val Asn Asp Tyr Leu Ala Oln Arg Asp 

cys Olu Trp Val Oly S« Val Leu Arg Trp Leu Oly Leu Thr Thr Oly 

85 90 



Val Leu Val cys Arg Glu Pro Thr Arg Glu Ala 



100 



(2) INFORMATIONS POUR LA SEQ ID NO: 715: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 120 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

( viii) POSITION DANS LE GENOME: complement (708248 .. 708607 ) 
{xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 715: 
Met Asp Phe Leu Lys Arg Phe Phe Oly S.r Ser Oln Olu Arg lie Leu 
L ys Arg Phe Oln Lys Leu Val Olu Olu Val Asn Ala Cys Asp Olu Lys 
Phe ser ser Leu Ser Asp Asp Olu Leu Arg Olu Lys Thr Pro Oln Leu 
L ys Oln Arg Tyr oln Asp Oly £u Ser Leu Asp Lys Leu Leu Pro olu 
Ala Oly Val Val Lys Asn Val Cys Arg Arg Leu Ala Oly Thr Pro 

Val Olu Val Ser Oly Tyr His Oln Oln Trp Asp Met Val Pro Tyr Asp 
Val Oln lie Leu Sy Xaa Ser Leu Cys lie Lys Ala Leu Ser Pro Arg 

100 1Ub 
Cys Lys Pro oly Lys olu Arg His 
ik 120 



(2) INFORMATIONS POUR LA SEQ ID NO: 716: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 469 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement (708872 7 10278 ) 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 716: 

Glu Asn Val Ser Leu His Lys Asn Lys Asp Leu Lys Arg Phe Phe Trp 

15 10 15 

Tyr Cys Lys Arg Glu Lys Thr Gin Lys Leu Cys lie Met Trp Leu lie 

20 25 30 

Val Ala Trp Thr Leu Leu Ala Cys Leu Ala Met Ala Leu Val Phe Lys 

35 40 45 

Ala Tyr Arg His Val lie Ser Phe Arg Ser Tyr Val Asn Gin Val Met 

50 55 60 

Arg Asp Val Arg Leu Ser Val Asp Leu Lys Glu Trp Ala Val Ala Glu 
65 70 75 80 

Met Arg Leu Ala Pro lie Leu Lys Lys Arg Gin Tyr Arg Arg Lys Tyr 

85 90 95 

Leu Phe Glu Tyr lie Arg lie Leu Arg Glu Leu Glu Arg Phe Glu Glu 

100 105 110 

Ala Glu Lys Leu Leu Gly Glu Ala Lys Lys Leu Lys Leu Ala Gly Ala 

115 120 125 

His Phe Phe Leu Glu Val Ala His Lys Ala Phe Arg His Gly Ala Tyr 

130 135 140 

Lys Glu Ala Ala His Ala Phe Ser Leu Leu Ser Ala Glu Leu Met Gly 
145 150 155 160 

Glu Arg Glu Val Ala Arg Tyr Thr lie Ser Leu Val Tyr Leu Gly Glu 

165 170 175 

Val Asp Ala Ala Cys Arg lie lie Glu Pro Trp lie Gly Pro Leu Ala 

180 185 190 

His Gin Glu Val Phe lie Ser Val Gly His lie Tyr Phe Ala Thr Lys 

195 200 205 

Arg Tyr Ala Asp Ala lie Asp Phe Tyr Arg Arg Ala Arg Ser Leu Gly 

210 215 220 

Ser Cys Pro lie Asp Val Leu Tyr Asn Leu Ala His Ser Leu Arg lie 
225 230 235 240 

Cys Gly Gin Tyr Val Asp Ala Gly Met Leu Phe Arg Glu Leu Leu Gly 

245 250 255 

Asp Pro Val Tyr Lys Asp Glu Ala Met Phe Asn lie Gly Leu Cys Glu 

260 265 270 

Gin Lys Leu Gly Asn Ser Lys Lys Ala Leu Leu lie Tyr Gin Asn Ser 

275 280 285 

Glu Leu Trp Val Arg Gly Asp Ala Leu Met Met Arg Tyr Ala Ala Leu 

290 295 300 

Ala Ala Ala Asp Gin Gin Asp Tyr Gin Leu Ala Glu His Cys Trp Thr 
305 310 315 320 

Leu Ala Phe Arg Cys Gin Ser Tyr Ala Asp Asp Trp Asn Cys Cys Val 

325 330 335 

His Tyr Gly Leu Ala Leu Cys His Leu Lys Lys Tyr Ala Glu Ala Glu 

340 345 350 

Lys Val Tyr Leu Arg Val lie Gin Lys Thr Pro Asp Cys Leu Val Ala 

355 360 365 

Cys Lys Ala Leu Ala Trp Leu Ala Gly Val Gly His Ala Thr Met lie 
370 375 380 
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ser Ala Arg Glu Gly He Ala Tyr Ala Lys Arg Ala Leu Gin He Lys 



III Ser Pro Glu Val III Glu Leu Leu Ser Ala Cys Glu Ala Arg Glu 



400 



Gly Asn Phe Asp Val Ala Tyr Asp lie Gin Ala He Leu Ala Glu Arg 



410 



Asp Thr Thr fla Lys Glu Arg Glu Arg Arg Ser Gin lie Leu Lys Asn 

He 

455 460 



425 430 



/i 7 c 440 445 

Leu Arg Gin Lys Leu Pro He Asp Gin Gin His lie Val Glu Val Ser 



450 

Leu Leu Leu Ala Ala 
465 



(2) INFORMATIONS POUR LA SEQ ID NO: 717: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 01 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (710262 .. 7111 64 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 717: 
Met Ala Ala Arg Glu Met Leu Tyr Val Asn Arg Glu Thr Gly Lys Val 



Glu Gin Glu Arg lie lie Cys Ser Ser Leu Val Lys Phe Phe He Glu 



Thr Arg He lly Arg Ala Leu Tyr Ser Val Leu Cys Lys Asn Ser Leu 
Phe Ser Arg He Val Gly Trp Cys Gin Arg Leu Arg Val Thr Arg Tyr 
Phe Tie Lys Pro Phe Val Thr Lys Tyr Arg He Cys He Glu Glu Ser 
fla ser Pro Leu His Isp Tyr Ala Ser Phe Asn Asp Phe Phe Val Arg 



85 90 



Lys Leu Lys Pro Asp Ala Arg Pro lie Cys Gin Gly Glu Asp He Cys 

1 00 105 
Val Thr Pro Ala Asp Gly Ala Tyr Leu Val Phe Pro Ser Met Ala Asp 

iic 120 
L eu ser Leu Phe Thr He i*b Asn Lys Pro Phe s.r Leu Glu Ser Phe 

Leu Gly Asp Pro Gin Leu Ala His Gin Tyr Ala Gin Gly Ser Met Ala 

150 1^-3 
III Ala Arg Leu Ala Pro Phe Asp Tyr His Arg Phe His Phe Pro He 

Ala Gly He Ala III Ala Pro Arg Arg He Asn Gly His Leu Phe Ser 

lie His Pro III Met Leu Lys Arg Asn Phe Glu Val Phe Thr Glu Asn 

200 

Lys Arg III He Thr He lie Thr Ser Lys Glu Phe Gly Glu Val Ala 
Tyr va°i Glu Val Gly Ala III Asn Val Gly ser lie His Gin Thr Phe 
III Pro Gly ser Tyr III Lys Lys Gly Ala Glu Lys Gly Phe Phe Ala 
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245 

Phe Gly Gly Ser Thr Val Val Leu 
260 

Phe Asp Ala Asp Leu Val Gly Tyr 
275 280 
Cys Arg Met Gly Gin Ser Leu Gly 
290 295 



250 255 
Leu Phe Gin Pro Gin Arg lie lie 
265 270 
Ser Ala Gin Gly Leu Glu Thr Arg 
285 

Lys Arg Phe Ser Ser 
300 



(2) INFORMATIONS POUR LA SEQ ID NO: 718: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 444 acides amines 

(B) TYPE: acide amin6 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 7 1143 2 7 127 63 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 718: 



Met 


Leu 


Arg 


Asn 


Asp 


Thr 


He 


Thr 


Ala 


He 


Ala 


Thr 


Pro 


Pro 


Gly 


Glu 


1 








5 










10 










15 




Gly 


Ser 


He 


Ala 


He 


Val 


Arg 


Val 


Ser 


Gly 


Pro 


Asp 


Ala 


He 


Ser 


He 








20 










25 










30 






Ser 


Asp 


Arg 


He 


Phe 


Ser 


Gly 


Asn 


He 


Ala 


Gly 


Tyr 


Ala 


Ser 


His 


Thr 






35 










40 










45 








Ala 


His 


Leu 


Gly 


Thr 


Val 


Ser 


His 


Asn 


Ala 


Val 


Cys 


He 


Asp 


Gin 


Ala 




50 










55 










60 










Leu 


Val 


Leu 


Val 


Met 


Arg 


Ala 


Pro 


Arg 


Ser 


Phe 


Thr 


Gly 


Glu 


Asp 


He 


65 










70 










75 










80 


Val 


Glu 


Phe 


Gin 


Cys 


His 


Gly 


Gly 


Tyr 


Phe 


Ala 


Cys 


Ser 


Gin 


He 


Val 










85 










90 










95 




Asn 


Ala 


Leu 


Leu 


Ala 


Glu 


Gly 


Ala 


Arg 


Ala 


Ala 


Leu 


Pro 


Gly 


Glu 


Phe 








100 










105 










110 






Ser 


Gin 


Arg 


Ala 


Phe 


Leu 


Asn 


Gly 


Lys 


He 


Asp 


Leu 


He 


Gin 


Ala 


Glu 






115 










120 










125 








Ala 


He 


Gin 


Gin 


Leu 


He 


Ala 


Ala 


Asp 


Asn 


He 


Asp 


Ala 


Phe 


Arg 


He 




130 










135 










140 










Ala 


Gin 


Asn 


Gin 


Phe 


Gin 


Gly 


His 


Thr 


Ser 


Gin 


Ala 


He 


Ser 


Ser 


He 


145 










150 










155 










160 


Ser 


Ser 


Leu 


He 


He 


Glu 


Ala 


Leu 


Ala 


Tyr 


He 


Glu 


Val 


Leu 


Ala 


Asp 










165 










170 










175 




Phe 


Pro 


Glu 


Glu 


Asp 


He 


Glu 


Thr 


Glu 


Asp 


Ser 


Leu 


Pro 


Lys 


His 


Arg 








180 










185 










190 






He 


Met 


Glu 


Ala 


Leu 


Ser 


He 


Thr 


Asp 


Glu 


Leu 


Leu 


Ser 


Ser 


Phe 


Asp 






195 










200 










205 








Glu 


Gly 


Gin 


Arg 


Leu 


Ala 


Gin 


Gly 


Thr 


Ser 


He 


Val 


Leu 


Ala 


Gly 


Leu 




210 










215 










220 










Pro 


Asn 


Ala 


Gly 


Lys 


Ser 


Ser 


He 


Leu 


Asn 


Ala 


Leu 


Thr 


Gin 


Lys 


Asn 


225 










230 










235 










240 


Arg 


Ala 


He 


Val 


Thr 


Asp 


He 


Pro 


Gly 


Thr 


Thr 


Arg 


Asp 


He 


Leu 


Glu 










245 










250 










255 




Glu 


Asn 


Trp 


Val 


Leu 


Gin 


Gly 


Lys 


Asn 


Leu 


Arg 


Leu 


He 


Asp 


Ser 


Ala 








260 










265 










270 






Gly 


Leu 


Arg 


Glu 


Thr 


Glu 


Asn 


Leu 


Val 


Glu 


Lys 


Glu 


Gly 


He 


Ala 


Arg 






275 










280 










285 
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A1 , «. »i. «.t s.r ojj *. - «y «. - ™ Vil 

R1 , lor «. Pro «» »~ ol« Ph. «. Thr II. L.u Tyr ol» « 

£ II. ». «« Trp — W- <*■ "J ~ ~ P " 33S 110 

Glu vax Pro Ph. S CI„ XL « V.I s.r *I* Ly, * oly «u «y 
« L.U Olu L.U Ly, Oln - - «" «■ Trp « » - - 
L .u Gly S S.r S.r Ly, IX. - - Val S.r ,X, «, Hi, Hi, S.r 

l.» hi. « v>i iv, * « - »5 - A " oly SS 

385 » 90 om cvs He Ala Leu Asp Leu Arg Gin Ala 

Thr Glu His Leu Pro Asn Glu cys lie ax^ ^ 

405 ~, o~v- i-in val Thr Glu Asn Val 

Le u His Ser He oly Asn Leu Ser Gly Ser Glu Val Thr ^ 

L eu Gly Glu fie Phe Ser Lys Phe Cys He Gly Lys 



435 



(2) INFORMATIONS POUR LA SEQ ID NO : 719: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 224 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(Viii) POSITION « IjE GENOME, 712767 .. 713438 

, xl) DESCRIPTION DE Li SEQUENCE, SEO ID NO, 719, 

Pro L.U W » 3.x L.u « V.X GX„ Ly, « - ». XX. 

s.r Thr L.u « L.u Ph. P« f » Pro »> Pro S.r L.u Thr oly 

T rp GI„ Thr Pro Ph. Gl„ L.u L.u XX. M. IX. Leu - « °* « 

s.r Thr Sp Ly, M« v,l ^ S.r V.I Thr Pro s.r L.u Ph. M> Ly, 
Pro Mp Oln s.r Lt s.r H.t L.u Pro S.r Glu II. Tyr 

s.r L.u IX. M« Pro 'cys OXy L,u sly Glu « Ly, *I. Tyr IX. 

» is , la L.u s.r His IX. L.u V.X *sp „ Tyr Hi, OXh Glu Thr Pro 

His Thr Leu Pro Glu L.u Thr £ L.u Pro «, Val oly W Lys Thr 

115 «. tio ivr Tvr Gly Glu Asn Thr Phe Pro Val 

Ala ser Val Phe Leu Ser lie Tyr Tyr Gly ^ 

130 t His Arg Trp Gin Leu ser Asn Glu 

Asp Thr His He Leu Arg Leu Ala His Arg irp 160 

i£ Glu s.r Ph. s.r Cy, «. Ly, Mg Ph. S.r Thr V,X IX. Trp Thr 
W s M . L.u s.r Glu IX. »X» Ph. Thr Thr Hi, L.u L.u cy, Ly, S.r 
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180 

Val Leu Ser Ser 
195 

Phe Leu Thr Asp 
210 



Ala Pro Pro Gin 
200 

Arg Leu Thr Ser 
215 



185 

His Arg Cys Val 

Phe Leu Thr Glu 
220 



190 

Ser Tyr Leu Leu 
205 

Ser Ser lie Ser 



(2) INFORMATIONS POUR LA SEQ ID NO : 720: 

(i) C ARACTER I ST IQUE S DE LA SEQUENCE: 

(A) LONGUEUR: 194 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: complement (7 13 651 .. 7 14232 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 720: 

Lys Val Ser Tyr Phe Leu Asn Ala Asn Gly Leu Leu Arg Arg Ser Asn 

1 5 10-15 

Arg Leu Pro He Leu Phe Tyr Arg Asp Gin Lys Gly Asn Phe Ser Ser 

20 25 30 

Trp Asp Asp Phe Thr His Asp Val Gin Thr Gin Lys Ser Gly Arg Glu 

35 40 45 

Thr Asp Met Pro Asp Ser Leu Arg Gly Arg Val Glu Glu Asp Ala Ala 

50 55 60 

Ser Gin Met He Val Glu Val Leu Leu Ala Phe Leu Asp Asn Gin Asp 
65 70 75 80 

Met Tyr Leu Ser Val Ser Phe Glu He Leu Arg Asn Phe Leu Glu Glu 

85 90 95 

Lys Val Leu Ser Lys Arg Ser Leu Ser Pro Arg Ser His Glu Ala He 

100 105 HO 

Lys Lys He Lys Asp Leu Tyr Leu Val Ser Pro Glu Asp Phe Gin Thr 

115 120 125 

Phe He Gly Gly Val He Thr Glu Ser Leu Phe Gin Glu Glu Asp Gin 

130 135 140 

Leu Val Val Gly Cys Met He Phe Ser Gin Glu Gly Arg Glu Leu Phe 
145 150 155 160 

Asp Ser Trp Lys Gly He Ser Gin Thr Tyr Pro His Asp Met Leu Tyr 

165 170 175 

Thr Gin Ala Phe Leu Ala Glu Val Val Leu His Val Xaa Asn Thr Thr 
180 185 190 

Phe He 



(2) INFORMATIONS POUR LA SEQ ID NO: 721: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 171 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: complement (714120 .. 7 14632 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 721: 
Asn Asn Thr Asp Tyr Val Lys Asn Arg Gin Lys Asp Leu Asn Pro Tyr 
Met Leu Leu Asp Ser Arg Phe Pro Thr Asp Tyr Tyr Leu Arg He Leu 
Glu Leu Val fie Arg Asp Ala Ser Cys Lys Leu Val Tyr Asn Arg Arg 

,r 40 

L eu His Met Leu Glu Ala lie Pro Leu Asp Gin Lys Leu Ser Thr Asp 
Gin flu Gly Glu Ser Ser lie Leu Arg Glu Val He Ser Glu Leu Leu 
fla His Ser Gly Glu llr Tyr Ala He Ser Ala Gin Leu Leu Ala Val 
Ue Asp lie Tyr Leu Lys Gin Glu Gin Pro Ser Asn Ser Trp Phe Ala 
Arg lie Phe Arg Lys Arg Glu Arg Ala Arg Lys Arg Gin Thr He Asn 
Lys Leu III Leu Leu Lys Ser He Leu Phe Phe Glu Arg Gin Arg Pro 

val Lys Lys Val Glu Ser Val Ala Asp Ser He Leu Gin Arg Ser 

X 5 0 

III Lys Phe Phe Val Leu Gly Arg Phe Tyr Thr 



(2) INFORMATIONS POUR LA SEQ ID NO: 722: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 253 acides amines 

(B) TYPE: acide amin6 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(Viii) POSITION DANS LE GENOME: complement (714834 .. 715592 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 722: 
Ala Ser He Trp Lys Arg Arg Val Ala Arg Arg Asn Glu Asn Tyr Asp 
Val Lys Lys Ala Glu Glu Gin Gin Gly He Val Gin Tyr Leu Gin Asp 
ser Lys Met Pro Ala Leu Thr Arg Ala Tyr Arg His Leu Arg Ala Phe 
Asn Ser Ala Cys Leu Arg Thr fie Arg Glu Phe Phe Ala Thr He Phe 
Arg A°ia Leu Arg Asp Ala Tyr Tyr Arg His Cys Thr Arg ser Gly lie 
Asn Phe cys Gly Ala Asp Lys Asp Ser Leu Glu Val Leu Val Ala Val 
Oly Leu Leu Leu Arg Met Ala Thr Leu Arg Ser Phe Glu ^is Val Gly 
Gly Asn Tyr flu Asp Arg Leu Val Asn Asn Asp Ala Pro Val Thr Gly 
Ala Gly Arg Thr Leu Val Tyr Asp Ala Val Asp Asp He Glu Ser He 
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130 

Leu Asn Thr Arg Thr 
145 

Arg Gly Leu Val Gin 
165 

Glu Cys Phe Lys Ser 
180 

Asp Tyr Ser Gin Ala 
195 

Glu Lys Ala Pro Met 
210 

Arg Thr Ser Glu Leu 
225 

Pro Val Trp Lys Val 
245 



135 

Asn Trp Pro Gin His 
150 

Leu Cys Ala Thr Pro 
170 

lie Val Arg Leu Glu 
185 

Leu Leu Leu Ala Gly 
200 

Ala Ala Lys Tyr Val 
215 

lie Gly Glu Leu lie 
230 

Gly Arg Gly Xaa Tyr 
250 



140 

Val Met lie Gly Phe Ser 
155 160 
Tyr Asn Ala Thr Ser Gin 
175 

Lys Glu Asp Pro Ser Ser 
190 

lie lie Asp Arg Leu Ala 
205 

Leu Asp Ala Leu Arg Val 
220 

lie Leu Asp Leu Leu Pro 
235 240 
Ser Leu Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 723: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 9 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (715558 .. 7 15854 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 723: 



Ala 


Leu 


Tyr 


Gly 


Gly 


Asn 


Ser 


Gly 


Pro 


Glu 


Gly 


Phe 


Ser 


Ser 


Ala 


Ser 


1 








5 










10 










15 




Arg 


Gly 


Asp 


Glu 


He 


Asp 


Asp 


Val 


Pro 


Asp 


Ser 


Glu 


Glu 


Gly 


Glu 


Leu 








20 










25 










30 






Glu 


Glu 


Arg 


Val 


Ser 


Asp 


His 


Ala 


Glu 


Ser 


He 


He 


Thr 


Glu 


Ser 


Ser 






35 










40 










45 








Glu 


Thr 


Leu 


Phe 


Arg 


Thr 


Thr 


Ser 


Ser 


Ser 


Gly 


Val 


Ser 


Glu 


Asp 


Leu 




50 










55 










60 










Gin 


Gin 


His 


Val 


Ser 


Leu 


Glu 


Glu 


Ser 


Pro 


Arg 


Gin 


Arg 


Gly 


Phe 


Leu 


65 










70 










75 










80 


Gly 


Arg 


lie 


Arg 


Asp 


Ala 


Val 


Xaa 


Phe 


Tyr 


Leu 


Glu 


Ala 


Ser 


Cys 


Cys 










85 










90 










95 




Thr 


Lys 


GlU 





























(2) INFORMATIONS POUR LA SEQ ID NO: 724: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 33 9 acides amines 

(B) TYPE: acide amin£ 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (715921 716937 ) 
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(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 724: 
Asn Leu II. Lys lie Val Gly He Lys Ser Tyr Cys Phe Gly Gly Oly 
Phe Met Ser He Lg Pro Thr Asn Oly Ser Oly Asn Cly Tyr Pro Ser 
II. Asn Pro Ser Asn Asp Asn Gin Asp Cly Leu Val Gin Ser Thr Ser 
Cly Pro Asn Tyr cly oly His Thr Val Ser ser Arg Cly Oly Phe Gin 
Oly fie Cys Val Arg He Ala Asp Leu Phe Arg Asn Cys Phe Ser Arg 
fsn Arg Oly Thr Thr Thr Pro Ser Arg Pro Val He Thr Gin Ala Asp 
Xle Tyr His Pro Thr He Phe Cly Gin Oly Ala Gin Pro lie Val Ser 
Thr Cly Asp Lys Lys Leu Asp Ser Ala He He Gin Ala Asp Leu Arg 
Ala Gin Asn Lys Gin Thr Leu Ala Thr His He Gin Ser Lys Leu Gly 
Ser Met Olu Gly Gin Ser Pro Gin Asp Tyr Lys. Ala Cly Ala T*r Ser 
III Leu Arg Leu Met III Phe Thr Pro Gly olu Thr Thr Val Ser Ser 
olu Arg Olu Arg Gin Ala Cys Val Thr Cly Arg Asp Leu Trp Olu Gin 
Xia Ala Gly Z Leu Ala Thr Asn Gly Asn Thr Asp Gly Leu Met Leu 
Met Ala Asn Leu Ser Val Gly Gly Lys His Val Pro Ala Gly His Leu 
Arg ciu Tyr Met Asn Thr III Lys Gly Thr Phe Thr Asp Glu Asn olu 
£. Thr Asp Pro Thr III Asp Ala He Leu Asp Leu Ala Ala Lys He 
ASP A la Thr Glu Phe Ser Ser Pro Gly Ser Oly Pro Val He Leu A sn 
Tyr He Gly Asn Cys Gly Gin Val Val Leu Glu Asn Olu Lys Met Asn 
Gln Leu III Leu Glu Asp Gin fsn Gly Gin Asp Pro Gin Arg Val Gin 
ASP fsn Ser Lys Glu Leu III Lys Leu Leu Glu Asn Ala Arg Lys Thr 

A °sp Pro Glu Leu Tyr III Gin Thr Leu Thr Val He Thr Ser Ser Val 

325 330 

Phe Leu Asp 

(2) INFORMATIONS POUR LA SEQ ID NO: 725: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 403 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : complement (717149 718357 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 725: 

Met Asp Lys Leu Ser lie Arg Asp Leu Ser Leu Glu Gly Lys Lys Val 

1 5 10 15 

Leu Val Arg Val Asp Phe Asn Val Pro lie Lys Asp Gly Lys lie Leu 

20 25 30 

Asp Asp Val Arg lie Arg Ser Ala Met Pro Thr lie His Tyr Leu Leu 

35 40 45 

Lys Gin Asp Ala Ala Val lie Leu Val Ser His Leu Gly Leu Pro Lys 

50 55 60 

Gly Gly Val Phe Glu Glu Ala Tyr Ser Leu Ala Pro lie Val Pro Val 
65 70 75 80 

Leu Glu Gly Tyr Leu Gly His His Val Pro Leu Ser Pro Asp Cys lie 

85 90 95 

Gly Glu Val Ala Arg Gin Ala Val Ala Gin Leu Ser Pro Gly Arg Val 

100 105 110 

Leu Leu Leu Glu Asn Val Arg Phe His Lys Gly Glu Glu His Pro Asp 

115 120 125 

Glu Asp Pro Ser Phe Ala He Glu Leu Ala Ala Tyr Ala Asp Phe Tyr 

130 135 140 

Val Asn Asp Ala Phe Gly Thr Ser His Arg Lys His Ala Ser Val Tyr 
145 150 155 160 

Arg Val Pro Gin Leu Phe Pro Asp Arg Ala Ala Ala Gly Phe Leu Met 

165 170 175 

Glu Lys Glu Leu Glu Phe Leu Gly Gin His Leu Leu Val Glu Pro Lys 

180 185 190 

Arg Pro Phe Thr Ala He Leu Gly Gly Ala Lys Met Ser Ser Lys He 

195 200 205 

Gly Val He Glu Ala Leu Leu Ser Cys Val Asp His Leu Val Leu Ala 

210 215 220 

Gly Gly Met Gly Tyr Thr Phe Leu Arg Ala Met Asn Arg Gin Val Gly 
225 230 235 240 

Asn Ser Leu Val Glu Glu Ser Gly He Pro Leu Ala Lys Lys Val Leu 

245 250 255 

Glu Lys Ala Gin Ala Leu Gly Val Lys He His Leu Pro Val Asp Ala 

260 265 270 

Lys Val Ala Lys Gin Cys Asp Ser Gly Glu Asp Trp Arg Glu Leu Ser 

275 280 285 

He Gin Glu Gly He Pro Glu Gly Leu Ala Gly Phe Asp He Gly Ala 

290 295 300 

Gin Thr He Glu Leu Phe Ser Lys Val He Gin Glu Ser Ala Thr He 
305 310 315 320 

Phe Trp Asn Gly Pro Val Gly Val Tyr Glu Val Pro Pro Phe Asp Gin 

325 330 335 

Gly Ser Lys Ala He Ala Gin Cys Leu Ala Ser His Ser Ser Ala Val 

340 345 350 

Thr Val Val Gly Gly Gly Asp Ala Ala Ala Val Val Ala Leu Ala Gly 

355 360 365 

Cys Thr Ser Gin He Ser His Val Ser Thr Gly Gly Gly Ala Ser Leu 

370 375 380 

Glu Phe Leu Glu Lys Gly Ser Leu Pro Gly Thr Glu He Leu Ser Pro 
385 390 395 400 

Ala Gin Ser 



(2) INFORMATIONS POUR LA SEQ ID NO : 72 6: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 121 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 718500 . .718862 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 726: 
Gin A S n ser Ala Arg Ser Asn Lys Lys Asn Thr He Glu ser Ala Ala 
Pro Ala Gly Thr Val lie Asn His Glu Ser Thr He Ser Leu Met He 
Arg Lys Leu Met Ala Arg Lys Pro Leu Ala Asn Pro lie Pro Asn Thr 
ASP Pro Tnr Thr Thr Cys Val Val Asp He Gly Asn Pro Lys Glu Glu 
Ala A°ia Ala He Val He Ala Glu Leu He Pro Thr Glu Lys Pro Arg 
Cp Oly val Asn Ser Val He Phe Phe Pro He Val Ser He Thr Arg 
oin Pro His val Ala Asn Pro Gin Thr Lys Pro Ser Pro Pro Lys Asp 



100 



He Asn Thr Lys Arg Thr Phe Glu Glu 
115 120 

(2) INFORMATIONS POUR LA SEQ ID NO : 727: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 433 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement (718499 . .719797) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 727: 
Asp Ala Arg Arg Glu He Gly Met Trp Leu Leu Leu Val cys Val Val 
val Gly Gly Phe Tyr Thr Ala Trp A» He Gly Ala Asn Ajp Val Ala 
Asn Ala Val H Pro Ser Val Gly Ala Gly Ala Leu Thr Leu Lys Gin 
Ala Val Leu He Ala Ala Val Phe Glu Phe Leu Gly Ala Val Leu Leu 
Gly Asp Arg Val He Gly T^r lie Glu Ser Gly Leu Val Ala Pro Ser 
£ y His Val Leu Ser Ser Gin Asp Tyr Val Phe Gly Met Ala Ala Ala 
L eu Leu Ala Thr fly Val Trp Leu Gin He Ala Ser Ph. Cys Oly Trp 
Pro Val ser Thr Thr His Ala He Val Gly Ala Val Leu Gly Phe Gly 
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115 










120 










125 








He 


He 


Leu 


Lys 


Glu 


Asp 


Ala 


Val 


He 


Tyr 


Trp 


Asn 


Ser 


Cys 


Gly Arg 




130 










135 










140 










Val 


Phe 


Val 


Ser 


Trp 


Leu 


Ala 


Ser 


Pro 


He 


He 


Gly 


Gly 


Tyr 


Phe 


Ala 


145 










150 










155 










160 


Phe 


Leu 


He 


Phe 


Ser 


Phe 


He 


Arg 


Lys 


Ala 


He 


Leu 


Tyr 


Lys 


Lys 


Asp 










165 










170 










175 




Pro 


Val 


Ser 


Ala 


Met 


Val 


Arg 


He 


Ala 


Pro 


Phe 


Leu 


Ser 


Ala 


He 


He 








180 










185 










190 






He 


Phe 


Ala 


Leu 


Gly 


Leu 


Val 


Leu 


He 


Leu 


Ser 


Gly 


Ala 


Val 


Ala 


Pro 






195 










200 










205 








Val 


He 


Ser 


Phe 


Ser 


Pro 


Ala 


Leu 


Arg 


He 


Val 


Cys 


Gly Leu 


Ser 


Leu 




210 










215 










220 










Phe 


Ala 


Phe 


Phe 


Phe 


Thr 


He 


Trp 


Gly 


He 


Arg 


Phe 


Phe 


Lys 


Leu 


Ala 


225 










230 










235 










240 


He 


Leu 


Pro 


Gin 


Glu 


Val 


Leu 


Pro 


Gly 


Thr 


Leu 


Leu 


Asp 


Arg 


Leu 


Leu 










245 










250 










255 




Ser 


Lys 


Ser 


Thr 


Asp 


Tyr 


Gly Arg 


Lys 


Tyr 


Leu 


He 


Val 


Glu 


Arg 


He 








260 










265 










270 






Phe 


Ala 


Tyr 


Leu 


Gin 


Met 


He 


He 


Ala 


Cys 


Phe 


Met 


Ser 


Phe 


Ala 


His 






275 










280 










285 








Gly 


Ser 


Asn 


Asp 


Val 


Ala 


Asn 


Ala 


He 


Ala 


Pro 


Val 


Ala 


Gly 


He 


Tyr 




290 










295 










300 










Arg 


Thr 


Leu 


Tyr 


Pro 


Gin 


Ser 


Tyr 


Ser 


Ser 


Lys 


Val 


Leu 


Leu 


Val 


Phe 


305 










310 










315 










320 


Met 


Ser 


Leu 


Gly 


Gly 


Leu 


Gly 


Leu 


Val 


Cys 


Gly 


Leu 


Ala 


Thr 


Trp 


Gly 










325 










330 










335 




Trp 


Arg 


Val 


He 


Asp 


Thr 


He 


Gly 


Lys 


Lys 


He 


Thr 


Glu 


Leu 


Thr 


Pro 








340 










345 










350 






Ser 


Arg 


Gly 


Phe 


Ser 


Val 


Gly 


Met 


Ser 


Ser 


Ala 


He 


Thr 


He 


Ala 


Ala 






355 










360 










365 








Ala 


Ser 


Ser 


Leu 


Gly 


Phe 


Pro 


He 


Ser 


Thr 


Thr 


His 


Val 


Val 


Val 


Gly 




370 










375 










380 










Ser 


Val 


Leu 


Gly 


He 


Gly 


Phe 


Ala 


Arg 


Gly 


Leu 


Arg 


Ala 


He 


Asn 


Leu 


385 










390 










395 










400 


Arg 


He 


He 


Lys 


Asp 


He 


Val 


Leu 


Ser 


Trp 


Phe 


He 


Thr 


Val 


Pro 


Ala 










405 










410 










415 




Gly 


Ala 


Ala 


Leu 


Ser 


He 


Val 


Phe 


Phe 


Leu 


Leu 


Leu 


Arg 


Ala 


Leu 


Phe 






420 










425 










430 







Cys 



(2) INFORMATIONS POUR LA SEQ ID NO: 728: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 164 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H Y POTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement (719782 .. 720273 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 728: 

Trp Tyr Glu Lys Arg Cys Lys Lys Thr Leu Gly Phe Gly Ser He Ser 
15 10 15 
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Ser cys He Pro Arg Ser Ala Val Gly Asp His Phe Asp Thr Arg Phe 
L eu ser Arg Xaa Ala Glu Asp lie Ala He Leu Leu Thr Val Lys olu 
L eu Gin Phe Tyr Pro Glu Phe "u Glu Leu Phe Phe Glu Phe Leu Gin 
Lys Thr Val Gin Ser Phe Glu Ala Val Ala Lys Thr He Arg Glu Met 
Asp Arg Leu Leu Glu ser ser Phe Gly Gly Asn Arg Ala Asp Lys Thr 
Arg Val Leu Val Ser Glu Val Ser Asn Leu Glu His Glu Cys Asp Leu 



L eu Gin Arg III Leu Met Lys Val Phe Phe Ser Asp Asp Phe Ala He 
Gly Thr Lys Gly Phe Val Leu Trp Met Gin He lie Lys Gly He Ser 



135 I 40 



Oly He Ser Asn Asn Ser Glu Lys Leu Ala Tyr Arg Val Ser Met Thr 

145 150 
Leu Glu Glu Lys 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 103 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(v iii) POSITION DANS LE GENOME : complement (72 0144 72 0452 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 729: 

, la Q „ Teu phe Gly Gin Ser Pro Phe Ala Pro Leu 
Met Gin Val Leu Ala Ser Leu Pne u±y ^xi ^ 

Gin Ala His Leu Glu Leu Val Ser Ser Thr He Asn Val Leu Phe Pro 
L eu Phe Ser fla Leu Lys Glu Gly Asp Tyr Glu Arg Val Gly Val Leu 
Ala Gin Leu Val Ser Ser Lys £u Arg Gin Ala Asp Gly Met Lys Asn 
Asp Val Arg Arg His Leu aL Ser Gly Val Phe Leu Pro Val Phe Arg 

Ala Ala Leu Leu Glu Tie He Ser He Gin Asp Ser Leu Ala Asp Xaa 

85 90 



Leu Arg He Ser Gin Phe Cys 
100 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 321 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 720613 721575 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 73 0: 

Met Cys Ala Gin Pro Leu Leu Gin Val Lys Asn Leu Ser Val Ser Leu 

15 10 15 

Asn Arg Asn Arg Val Ser Phe Leu Ala Val Asp Ser Leu Ser Phe Asp 

20 25 30 

Val Phe Pro Gly Gin Thr Leu Ala lie lie Gly Glu Ser Gly Ser Gly 

35 40 45 

Lys Ser lie Thr Ala Gin Ser Leu Met Gin Leu Leu Pro Glu Glu Ser 

.50 55 60 

Phe Ser Leu Ser Gly Glu Ala Leu Phe Asn Lys Glu Asn Leu Leu Asp 
65 70 75 80 

Arg Lys Asn Thr Asn Ala Lys Val Leu Phe Gly Ser Lys lie Ser Met 

85 90 95 

lie Phe Gin Asn Pro Leu Ala Ser Phe Asp Pro Val Phe Thr lie Glu 

100 105 110 

Gin Gin Phe His Glu Val lie Arg Thr His Leu Gly lie Ser Asn Lys 

115 120 125 

Met Ala His Glu Gin Met Leu Ala Val Leu Arg Glu Thr Gly Phe Gin 

130 135 140' 

Asp Pro Glu Arg Cys He Lys Leu Tyr Pro His Glu Leu Ser Gly Gly 
145 ' 150 155 160 

Met Leu Gin Arg Met Ala He Ala Met Thr Leu Leu Thr Ser Pro Asp 

165 170 175 

Leu Leu He Ala Asp Glu Pro Thr Thr Ala Leu Asp Val Ser Val Gin 

180 185 190 

Tyr Gin He Leu Gin Leu Leu Lys Thr Leu Gin Lys Lys Thr Gly Met 

195 200 205 

Ser Leu Leu He He Thr His Asp Met Gly Val Val Ala Glu Met Ala 

210 215 220 

Asp Asp Val Phe Val Leu Tyr Ala Gly Arg Met Glu Glu Tyr Ser Ser 
225 230 235 240 

Val Gin Glu He Phe His Ser Pro Ala His Pro Tyr Thr Glu Asp Leu 

245 250 255 

Leu Ala Ser Arg Pro Ser Gin Tyr Arg Gin Gin Thr Phe Val Pro He 

260 265 270 

Ala Gly Gin Pro Pro His Tyr Thr Arg Leu Pro Lys Gly Cys Cys Tyr 

275 280 285 

Ser Pro Arg Cys Arg Lys Ala Gin Pro He Cys Phe Glu Lys Ser Pro 

290 295 300 

Asp Ser Leu Ser Leu Asn Asp His His Arg Val Arg Cys Trp Leu His 
305 310 315 320 

Glu 



(2) INFORMATIONS POUR LA SEQ ID NO : 731: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 66 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 
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(viit) POSITION DANS I* GENOME: 721559 . .722356 
, xl) DESCRIPTION DE I* SEQUENCE : SEQ ID NO, 731 = 

oly „, «» w « - ~ «• - - - Gln al * s " " 9 n 

^ Lys Hi, Tyr Tyr l*ys Arg S« Ph. «P - W ^ 

20 , , 5 pse s.r L «u Mo Arg His Lys 

Al. Thr Tht Pro L.u M. °1» v»l S.r Ph. 45 

w lie Gly « XI. Gly 1'- «» - Gly ^ - Thr - - 
« illy ,.u Ala Gly « II. P,0 « - - Gly Hi, « XX. « 
£. Asp AX, IX. ~o « His AS„ «s «, OX, «g - - « 

85 ^ Lr, Pro Ara Ser Ser Leu Asn 

Ser ser Gin Val Arg Met Val Phe -n Pro ^ 

100 ^ CQY . ser Leu Leu Tyr His 

P„ Arg ,y= Thr IX. Ph. Asp Thr L.u s.r H,s ^ 

„ » £ s.r Dys Glu „« W »X. Thr v,l GI. AX, « 
s.r SI V,! Gly - ~ ihr ASP Tyr « Tyr ~ - ™ «" £ 
»i S.r Gly Gly OX. S - « IX. s.r IX. Al, Arg AX, ... » 
Gly AX, Pro OX. iS IX. IX. Cys ASP OX. XX. V.X S.r AX, A P 

180 , Mot - Leu Thr Ser Leu Gin Gin 

Leu Ser Met Gin Ala Gin He Leu Asn Met Leu ^ 

195 T IZ Ile Ser His Asp Leu Ala Val Val 

Gin Ala Arg Leu Thr Tyr Leu Phe He ^ 

Arg fer Phe C Y s Ser Glu Leu lie He Met Tyr L Y s Gi y Gin Xle Val 
Si ~ - - * S - ^ Phe gj Asn Pro Gin His Ser T, 

245 

t Hi <i Ser Gin Leu Pro 
Thr Arg Met Leu Leu His ser 

260 

(2) INFORMATIONS POUR LA SEQ ID NO: 732: 

( i) CARACTERISTIQUES DE LA SEQUENCE: 

LONGUEUR: 284 acides amines 
(d) TYPE: acide amine 
(D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

, vlll , POS1TIOS PANS I. GENOME : ««X— t (7223,7 . .723248, 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 732: 
L As„ IX. V,X s.r Arg - Pro ~ - Asp T»r ,.. « £» V, 
L„ II. CI. Asp IX. Arg V,l s.r Pro Ph. Gin Pro Arg Arg Thr Ph. 
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Leu 


Glu 


Glu 


Asp 


Leu 


Lys 


Glu 


Leu 


Val 


Leu 


Ser 


He 


Lys 


Thr 


Val 


Gly 






35 










40 










45 








Leu 


He 


His 


Pro 


Pro 


Val 


Val 


Arg 


Glu 


He 


Arg 


Asn 


Gly Asp 


Lys 


Val 




50 










55 










60 










Leu 


Tyr 


Tyr 


Glu 


Leu 


He 


Ala 


Gly 


Glu 


Arg 


Arg 


Trp 


Arg 


Ala 


Leu 


Gin 


65 










70 










75 










80 


Leu 


Ala 


Gly 


Tyr 


Lys 


Thr 


Val 


Pro 


Val 


Val 


Leu 


Lys 


Gin 


Val 


Leu 


Ala 










85 










90 










95 




Asp 


Asp 


Met 


Ala 


Ala 


Glu 


Ala 


Thr 


Leu 


He 


Glu 


Asn 


He 


Gin 


Arg 


Val 




100 










105 










110 






Asn 


Leu 


Asn 


Pro 


Leu 


Glu 


Met 


Ala 


Glu 


Ala 


Phe 


Arg 


Arg 


Leu 


He 


Val 






115 










120 










125 








Val 


Phe 


Gly 


Leu 


Thr 


Gin 


Asp 


Lys 


Val 


Ala 


Lys 


Lys 


Val 


Gly 


Lys 


Lys 




130 










135 










140 










Arg 


Ser 


Thr 


Val 


Ala 


Asn 


Tyr 


Leu 


Arg 


Leu 


Phe 


Ser 


Leu 


Pro 


Gin 


Glu 


145 










150 










155 










160 


Val 


Gin 


Glu 


Lys 


Met 


Asn 


Ser 


Gly 


Glu 


He 


Ser 


Leu 


Gly 


His 


Ala 


Lys 










165 










170 










175 




Val 


He 


Leu 


Ser 


Leu 


Glu 


Asp 


Glu 


Asn 


Leu 


Arg 


Gin 


He 


Leu 


Ser 


Gin 








180 










185 










190 






Ly s 


He 


He 


Ser 


Cys 


Lys 


Leu 


Ala 


Val 


Arg 


Glu 


Ala 


Glu 


Met 


Glu 


Ala 




195 










200 










205 








Lys 


Arg 


Leu 


Val 


Lys 


Gly 


Lys 


Gly 


Ala 


Ser 


Leu 


Lys 


Glu 


Asp 


Ser 


Ser 




210 










215 










220 










Ser 


Gin 


Pro 


Ser 


Ser 


Arg 


Leu 


Gly 


Phe 


Cys 


Gin 


Glu 


Arg 


Leu 


Ala 


Thr 


225 










230 










235 










240 


Thr 


Phe 


Gly 


Tyr 


Pro 


Val 


Thr 


Val 


Lys 


Pro 


Gin 


Gly 


Arg 


Arg 


He 


Cys 










245 










250 










255 




Val 


Ser 


Phe 


Phe 


Val 


Glu 


Gly 


Glu 


Glu 


Ala 


Leu 


Glu 


Ala 


Leu 


Glu 


Lys 








260 










265 










270 






Ala 


Leu 


Thr 


Thr 


Ser 


Ser 


Ser 


Glu 


Ala 


He 


Leu 


Thr 











275 280 



(2) INFORMATIONS POUR LA SEQ ID NO: 733: 

(i) CARACTERI ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 407 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement (723378 .. 724598 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 733: 

Arg Asn Arg He Phe Thr Met Tyr Asn Val Lys Lys Asp Phe Pro He 

15 10 15 

Phe Lys Asn Gin Gly Asp Pro Tyr Val Tyr Leu Asp Ser Ala Ala Thr 

20 25 30 

Thr His Lys Pro Gin Cys Val He Asp Ser He Val Asp Tyr Tyr Ser 

35 40 45 

Ser Ser Tyr Ala Thr Val Asn Arg Ala Leu Tyr Thr Ala Ser His Asp 

50 55 60 

He Thr Phe Ala His Trp Gin Val Arg Ser Lys Val Gly Ser Trp He 
65 70 75 80 
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oly Ala Oln Tyr Asp oln olu II. II. ~ «~ Arg oly «r Thr s.r 

S.r L.u Asn L.u Leu Al. Il« "a Al. As„ Asp s.r Trp Leu Ala Oly 
G ly Thr V.l IS ,1. s.r olu Al. olu His Hi, Ai. AS, L.u V.l ser 
Trp olu L.u Al. Cys oln Arg Ser Oly Al. Thr II. W Lys »1 Arg 
val US Asp Glu Oly M.t v.l Asp cys A.„ His L.u olu Gin L.u L.u 
i£ al n Gly val Oln L.u val s.r Leu Ala Hi. Val s.r Asn Val s.r 
Oly Ala val L.u Pro L.u Pro olu II. Al. «i. » Val Hi. Arg Tyr 
olu Ala L.u £ "a val Asp oly Ala oln oly Val oly Ly. oly Pro 

J 95 «„, Olu Trp Oly val Asp Ph. Tyr Al. Ph. s.r oly His 

Leu Asn Leu Ser Glu Trp uiy v * ^ 20 

210 , „ *t„- riv II. oly val Leu Tyr oly Lys Lys Glu 

Lys Leu Tyr Ala Pro Thr oly II. «.iy v ^ 240 

S Leu Olu ser Leu III Pro V.l Olu oly oly Oly A.p K.t Val II. 
v,l Tyr Asp Ph. oiu olu Leu ser Tyr oln olu Pro Pro Leu Ar g Ph. 

260 „• Tlo »i a Glv Val Leu Gly Leu Gly Ala Ala 

Glu Ala Gly Thr Pro His He Ala Gly Val y ^ 

n. Asp Zl Leu Oln Al. Leu Pro Ph, ser II. Thr Asp Arg L.u Thr 
„1„ L.u Thr Hi. Ph. Leu Tyr olu Oln L.u Leu Thr Val Pro Oly lie 
l°A lie II. Oly Pro Lys oln oly Ala Al. Arg Oly s.r L.u Cys s.r 
„. s.r II. Pro III Val oln Ala ser A.p Leu oly Phe Leu L.u A.p 
Oly Arg oly IT. s.r v.l Arg s.r oly Hi. oln cys s.r oln Pro Al. 
M .t val Arg Trp Asp L.u oly His val L.u Arg Ala s.r Leu Oly II. 

370 li To ,i Tmi Phe Val Glu Ala Leu Lys Asp 

Tyr Asn Asp Gin Gin Asp He Leu Leu Pne val ^ 

7Qn 



He Leu Arg Ala Tyr Arg Ser 
405 



(2) INFORMATIONS POUR LA SEQ ID NO: 734: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 39 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vi ii, POSITION DANS LE GENOME : complement (724576 .. 725763 ) 
(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 734: 



1453 



1 

Leu Ala Asp Val 
20 

Val Phe Arg Glu 
35 

Ser Trp lie Tyr 
50 

Glu Glu Arg Ser 
65 

Ser Leu Ser Val 

Ala Arg Ala Phe 
100 

Leu His Ser Leu 
115 

Glu Gly Arg Glu 
130 

Cys Ser Glu Glu 
145 

Phe Val Leu Gly 

Ala Leu Pro Asp 
180 

Gly Glu Glu Ala 
195 

Thr Glu Arg lie 
210 

Ala Cys Ala Leu 
225 

Arg Asn Ser Phe 

Val Lys Val Leu 
260 

His Asp Asp Arg 
275 

Glu Glu Gly Ser 
290 

Gly Thr Leu Ser 
305 

Asn Arg Ala Ser 

Asp Val Lys Ala 
340 

Leu Leu Thr Tyr 
355 

Gin Ala Leu Gin 
370 

Phe Pro Lys Leu 
385 



5 

Thr Arg Ser Val 

Ala Cys Ser Trp 
40 

Cys Val Gly Gly 
55 

Ala Thr Cys Val 
70 

Leu Pro Ala Glu 
85 

Phe Gin Lys His 

Leu Arg Gly Glu 
120 

Leu Gin Thr Pro 
135 

Glu Asn Lys Lys 
150 

Lys Gly Ala Ala 
165 

Asn Val Tyr Leu 

Glu Leu Val Leu 
200 

lie Trp Ala His 
215 

lie Gin Asp Met 
230 

Phe Leu Lys Gly 
245 

Gly Gly Asp Phe 

Glu Thr Thr Ser 
280 

Phe Ser Phe Glu 
295 

Asn Ala Tyr Gin 
310 

Ala Ser Thr Phe 
325 

Ser His Gly Ala 

Leu Arg Ser Arg 
360 

Lys Ser Phe Leu 
375 

Gin Lys Gin Asp 
390 



10 

Trp Arg Gin Tyr 
25 

Leu Lys Glu Met 

Cys Glu lie Gly 
60 

Phe Val Asn Gly 
75 

lie lie Val Ala 
90 

Asp Glu Glu Asp 
105 

Glu Gly Thr Val 

Leu Phe Val Gin 
140 

Thr Val Ser Val 
155 

lie Ser lie Glu 
170 

Phe Gly Lys Thr 
185 

Thr Met Lys Pro 

His Val Glu Val 
220 

Arg Ser Met Gly 
235 

Glu Ala Ala His 
250 

Leu Gly Val His 
265 

Arg Gin Asn lie 

Gly Gly lie Tyr 
300 

Lys His Asp Thr 
315 

Pro Arg Leu Glu 
330 

Thr Val Gly Ser 
345 

Gly Phe Ser Leu 

Thr Leu Asp lie 
380 

Leu Tyr His Val 
395 



15 

Gin Arg Asp His 
30 

Thr Gin Glu Asp 
45 

Ala lie Ser Pro 

Cys Phe Ala Pro 
80 

Pro Leu Arg Glu 
95 

Val Val Glu Glu 
110 

lie Tyr lie Pro 
125 

His His Tyr Val 

Pro Tyr lie Val 
160 

Met Gly Met Ser 
175 

Leu Cys Phe Leu 
190 

Leu Pro Lys Gly 
205 

Glu Arg Arg Gly 

Lys Gly Trp Phe 
240 

Gly Glu Ser Leu 
255 

Asn Thr Met His 
270 

Arg Ser lie Leu 
285 

lie Ser Pro Arg 

Leu Leu Leu Ser 
320 

lie Leu Thr Asp 
335 

Leu Asn Ala His 
350 

lie Glu Ala Lys 
365 

Glu Lys Pro Tyr 



(2) INFORMATIONS POUR LA SEQ ID NO : 73 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 250 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION; lineaire 

( i i i ) H Y POTHET I QUE : oui 
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(viii) POSITXOX, DANS LB GENOME, e-pX—t(7*'« - •"«»«> 

, xl) DESCRJPTION DE LA SEQUENCE : SEQ ID K> = "5. 

„. t ,yr Met Tyr Val v.l Lys Lys Lys Arg « - «« -V L.u ~ 

« Ila Hi. s « «y «« - s- »• »■ Met Giy r w G1 ; 

.1. M Lys « - Ala Lys Val Leu Ser Gly Asp GXu « V. 
Glu val f.r « oly « M f «r Leu AX. Gly «n Asp - L.u 
,. u ser Pro Glu Glu Arg S. Hi, AX. Gly M f P.. XX. ~ - - 

65 ^ TX. m Gly VI Asn Asn Arg He «» Glu 

His Pro Pro Glu lie Pro oxy v 95 

85 . »i. »ra Asn Gin Val Val Leu A»P A «> 

„« cys Asn Ala cys Arg Lys AX. K »n 1J0 

100 , « Hi, Leu Glu Glu vaX Tyr oly Ph. 

Ala Ala Phe GlU GlU Leu L.U Thr HXS Leu G ^ 

« Gly E Hi. P». - HI » « » V" - - Gly P.. « 

Gly HI Glu Lys Lys Lys Asn Glu Leu «, Gl„ « L.u AX. L.u Glu 
iS Lys - vaX VaX III Asp GXu Pro Asp Ser GXy Leu Asp val Asp 

165 , T I' RrcT Tvr Arg Gin Gin His 

Ala Leu Lys Gly He cys Ser Val Leu Gin Arg Tyr ^ 

180 n Tie Val Thr His Asn Pro Arg Leu Gly Asp 

Pro Glu Thr Ala Phe Cys He Val Thr H ^ 

195 „■ val His lie Leu Leu Asn Gly Arg Val Val 

L eu Leu Gin Pro Asp His Val His lie ^ 

210 . r Mor rlu Glu Leu Glu Arg Lys Ser Tyr 

Phe Ser Gly Asp Met Hi. Leu Met Glu Glu L^ 24Q 

III Glu Leu Leu Asp Val Val Thr Gin Glu 

(2 ) INFORMATIONS POUR LA SEQ ID NO: 73 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

( A J LONGUEUR: 94 acides amines 

(B) TYPE: acide amine 

{D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vlii) PORTION DAMS LE GENOME : •'"•"> 

, xl) DESCRIPTZON DE LA SEQUENCE : SEQ ID NO: 736, 

„eu His AX, Gly Asp ser Me. Leu VaX GXy GXu Arg cvs GXy £a V 

<\ 5 , ii.r rlu ser Cys Val Glu His 

1 „ p lT1 Tie Val Val Asn Asn Gly Glu ser <~y 

Thr Asp Pro Gin lie vax vex 30 

20 t *™ rlu Asp Gin Leu Phe Tyr Leu Arg 

Glu Ala Ala Thr Ser Lys Leu Arg Glu Asp Gl 
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35 40 
Ser Arg Gly Phe Asn Thr Glu Glu 

50 55 
Phe Cys Arg Glu Val He Glu Leu 
65 70 
Ala Thr Lys Leu Leu Met He Lys 
85 



45 

Ala Val Ser Leu Val Val His Gly 
60 

Leu Pro Leu Glu Phe Ala Arg Glu 

75 80 
Leu Glu Asn Ser Val Gly 
90 



(2) INFORMATIONS POUR LA SEQ ID NO : 737: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 247 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (726753 727493 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 737: 



Phe 


Ser 


Glu 


Ala 


Leu 


Phe 


Arg 


He 


Val 


Val 


Pro 


Ala 


Arg 


Asp 


Asn 


Phe 


1 








5 










10 










15 




Phe 


Ala 


Ala 


Leu 
20 


Asn 


Ser 


Ala 


Val 


Phe 
25 


Ser 


Asp 


Gly 


Ser 


Phe 
30 


Val 


Tyr 


He 


Pro 


Lys 
35 


Gly 


Val 


Cys 


Cys 


Pro 
40 


Met 


Glu 


He 


Ser 


Thr 
45 


Tyr 


Phe 


Arg 


He 


Asn 
50 


Asp 


Lys 


Glu 


Ser 


Gly 
55 


Gin 


Phe 


Glu 


Arg 


Thr 
60 


Leu 


He 


He 


Ala 


Glu 


Asp 


Asp 


Ser 


Tyr 


Val 


Ser 


Tyr 


Leu 


Glu 


Gly 


Cys 


Thr 


Ala 


Pro 


Ser 


65 










70 










75 










80 


Phe 


Ser 


Ser 


His 


Gin 
85 


Leu 


His 


Ala 


Ala 


Val 
90 


Val 


Glu 


Leu 


Val 


Ala 
95 


His 


Asn 


Arg 


Ser 


Val 


He 


Arg 


Tyr 


Ser 


Thr 


Val 


Gin 


Asn 


Trp 


Tyr 


Pro 


Gly 






100 










105 










110 






Asp 


Arg 


Lys 
115 


Thr 


Gly 


Lys 


Gly 


Gly 
120 


He 


Tyr 


Asn 


Phe 


Val 
125 


Thr 


Lys 


Arg 


Gly 


Leu 
130 


Cys 


Ala 


Gly 


Glu 


His 
135 


Ser 


Lys 


He 


Ser 


Trp 
140 


Ser 


Gin 


Val 


Glu 


Val 


Gly 


Ala 


Ala 


He 


Thr 


Trp 


Lys 


Tyr 


Pro 


Ser 


Cys 


He 


Leu 


Lys 


Gly 


145 








150 










155 










160 


Glu 


Asn 


Ser 


Val 


Gly 
165 


Glu 


Phe 


Tyr 


Ser 


He 
170 


Ala 


Leu 


Thr 


Asn 


Gly 
175 


Lys 


Met 


Gin 


Ala 


Asp 


Thr 


Gly 


Thr 


Lys 


Met 


Leu 


His 


He 


Gly Lys 


Gly 


Ser 








180 










185 










190 






Ser 


Ser 


Thr 
195 


He 


Val 


Ser 


Lys 


Gly 
200 


He 


Ser 


Ala 


Glu 


Glu 
205 


Ser 


His 


Asn 


Thr 


Phe 
210 


Arg 


Ser 


Leu 


Val 


Ser 
215 


He 


Ser 


Ser 


Gin 


Ala 
220 


Val 


Gly 


Ser 


Cys 


Asn 


Tyr 


Thr 


Gin 


Ala 


Thr 


Leu 


Cys 


Leu 


Leu 


Glu 


Ser 


Ala 


Ala 


Gly 


Leu 


225 








230 










235 










240 


He 


Arg 


He 


His 


Lys 
245 


Leu 


Leu 





















(2) INFORMATIONS POUR LA SEQ ID NO: 73 8: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 172 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : complement (727469 . .727984) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 738: 
Met Asp Ala Pro Val Asp Lys P*e Leu Gin Gin oln Olu Tyr Pro Tyr 
Gly Pne Val T*r Pro lie oln Ser Olu oly l~ Ala Pro Gly He Ser 
Olu Olu His fie Olu Oln Leu Val His Leu Ar 9 oly Olu Pro Lys P*e 
Leu L eu Asp P,e Ar. Leu Lys Ala P*e Ar g Leu Tr P Oln Lys Met olu 
Glu Pro Thr Trp Ala Ar 9 Leu Ar 9 Tyr Pro Pro He Ala Tyr Asp Asp 
S. Val Tyr Pne Ser I!a Pro Lys T*r Lys Lys Pro Leu Oly Lys Leu 
Glu ASP Ala Asp Pro Olu He Leu Olu T,r P*e Lys Lys Leu Oly He 
Pro ne Asp 0°iu Gin Lys Ar 9 Leu Leu Asn Val Oln Asp Val Ala Met 
Asp L eu Val P,e Asp Ser Val Ser He Oly T*r Thr P*e Lys Lys T*r 
L eu III Asp Ala Oly Val He P*e cys Ser Phe Ar g Olu Ala He His 
A sn Tyr Pro Asp Leu HI Lys Arg Tyr Leu oly Ser 



(2) INFORMATIONS POUR LA SEQ ID NO : 73 9 : 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 150 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

, viii) POSITION DANS LE GENOME : corrplement (728329 . . 728778) 

ixi) DESCRIPTION DE LA SEO.UENCE, SEQ ID NO, 739 = 

«1 He Tyr Phe L.u olu .1. «« Ph. Trp V.l V.! A!, Ar 9 olu oly 

Phe Gly V.! Phe Lu Ar, Leu «! Leu »1 «- » ^ ™» 

Asn Leu Oly Leu Cys Tyr L.u Thr Leu Asp Lys Thr « L.u A!, L.u 

Ly s Ala Ph. oln -1. ~ L.u L.U « « "» «" « 

„i. lyr He oly Leu L. His Met Asp Leu Lys Oln Asn olu oln 
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65 

Ala Tyr Asp Ala 

Arg Ser His Tyr 
100 

Glu Lys Ala Glu 
115 

Phe Ala Pro Leu 
130 

Lys Lys Glu Thr 
145 



70 

Phe Tyr Arg Ala 
85 

Leu Leu Gly Tyr 

Thr Glu Leu Ser 
120 

Leu Gin Lys Thr 
135 

Leu Phe 
150 



75 

Leu Gly lie Asn 
90 

Leu His His Met 
105 

Phe Leu Val Ala 

Val Ser Ser Ser 
140 



80 

Leu Asp His Glu 
95 

Gin Gly Glu Ser 
110 

Lys Glu Ser Val 
125 

Val Phe Leu Ser 



(2) INFORMATIONS POUR LA SEQ ID NO : 74 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 19 6 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (7287 59 72 9346) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 740: 



Gin 


Gly 


Thr 


Thr 


Met 


Glu 


Glu 


Ala 


Glu 


Lys 


His 


Leu 


Ala 


Lys 


Glu 


Phe 


1 








5 










10 










15 




Leu 


Cys 


Ser 


Gly 


He 


Asn 


Leu 


Phe 


Leu 


Ser 


Gly 


Glu 


Tyr 


Glu 


Gin 


Ala 








20 










25 










30 






Glu 


Glu 


Arg 


Leu 


Lys 


Glu 


Ser 


Leu 


Glu 


Leu 


Asp 


Ser 


Glu 


Ala 


Gly 


Leu 






35 










40 










45 








Ala 


Tyr 


Cys 


Tyr 


Leu 


Gly 


He 


He 


Ala 


Leu 


Glu 


Thr 


Gly Arg 


Thr 


Ala 




50 










55 










60 










Glu 


Ala 


Leu 


Val 


Trp 


Cys 


Lys 


Gin 


Gly 


Leu 


Glu 


Ala 


Glu 


Pro 


Gly Asp 


65 










70 










75 










80 


Ser 


Tyr 


Leu 


Arg 


Tyr 


Cys 


Tyr 


Gly 


Val 


Ala 


Leu 


Asp 


Lys 


Ala 


Asp 


Arg 










85 










90 










95 




Leu 


Glu 


Glu 


Ala 


He 


Gly 


His 


Tyr 


Gin 


Val 


Tyr 


Ala 


Glu 


Leu 


His 


Pro 








100 










105 










110 






Glu 


Asp 


He 


Glu 


Cys 


Leu 


Phe 


Ser 


Leu 


Gly 


Ser 


Ala 


Tyr 


His 


Arg 


Leu 






115 










120 










125 








Leu 


Arg 


Tyr 


Glu 


Glu 


Ala 


He 


Ala 


Cys 


Phe 


Asp 


Arg 


He 


Ala 


Gin 


Leu 




130 










135 










140 










Asp 


Pro 


Trp 


Asn 


Pro 


Gin 


Gly 


Leu 


Tyr 


Asn 


Lys 


Ala 


Val 


He 


Leu 


Ser 


145 










150 










155 










160 


Asp 


Met 


Glu 


Asp 


Glu 


Glu 


Gly 


Ala 


He 


Asp 


Leu 


Leu 


Glu 


Ser 


Thr 


Val 










165 










170 










175 




Lys 


Arg 


Asn 


Pro 


Leu 


Tyr 


Trp 


Lys 


Ala 


Trp 


Val 


Lys 


Leu 


Gly 


Tyr 


Leu 



180 185 190 

Leu Ser Arg Asn 
195 



(2) INFORMATIONS POUR LA SEQ ID NO: 741: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 995 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vllil POSITS DAMS L. .tl7«*«..732««) 

DESCRIPTION DE I* SEOUEHCE. SEQ ID NO, 741 = 
te « *!• «» » V- - - - « » l °» S " ST 7 

ix. xi. « « «• - «• s 1 «■ His ™ Asp T *" 

„ Ly . « s. - «. v.x « «. « - - ws PM Als 

w P.. - «n «» ~ His - - - ^ ~ ^ 
^ iL His ,1, »!. - -X « «y ~ V- «. TV, II. - 

£„ T„r Asn val s.r OXu Ar S - « ~ «» - - « - - 
Lys Asp Trp Pro 11 - Hi- val ?S s.r s.r val « «. His «r 

1°° x y _ , . rw Tvr Val Gly Pro He 

m i_ Tr,i aia a so Leu Leu Gly J-Y 1 VUi J 
Pro Glu Gly Arg Thr Val Ala Asp u ^ 

Ser Ala l\l OXU His M ^ il- - « .!» « Oly « «u « 

G i„ ™ « «a "» - « y S Pr ° tY " P " P " - 

£ XX. s.r s.r Val S fl .n val Ar, ^ - - - - - «" 

1^5 ws Leu Val Val Glu 

Met His Ala Tyr Gly Lea Asn ser Leu lie Gly Lys ^ 

180 . Leu Arg Gly Leu He Gly Lys Arg Ser Met 

Ala Phe cys Asp Arg Lys Leu Arg Giy 2Q5 

« v,i iS « «. » - - «- slu s Qlu Gly sel 

«x oi y s.r Pro ox y « - xx. «- - -! n. ~ - «- SS 

S2 .a. « - Hi. III ~ « - « ? - «■ ™ Gly Ts 7 

P h e « IL iS ~ OX, vaX S.r » - XX. « «. - - 

260 T nv Glv Ala lie Val Ala Met Asp Pro Lys Asn 
Phe Pro Trp He Lys Gly Gly Ala 285 

oly G1 „ fx 5 . « « - ~ - «" 35 asp AS " As ° ASP 

p h . fx: » M. t « - «. » «- ss Gltt 05,3 set »• 

-X ,eu Arg TO « - As, u- OXu He o W «- -X J. As P 

325 a™ Lau Asp Pro Leu ser Gly Lys 

Arg Arg Val Pro Leu Arg Arg Glu Arg Leu Asp ^ 

340 « ser Tyr Arg Ala Phe Leu Asp Phe 

Tyr Phe Asp Glu Glu Leu Ser Phe Ser Tyr A g ^ 

l ^ £ Asp Thr s.r £S JS «. «n « « - OXU W s ox y 
sec S OX, « « II. £ « oin «y « X- - «» « - 
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385 390 395 400 

Glu Met Phe Glu Cys Glu Glu Lys Glu Cys Gly Leu Val Phe Asp Val 

405 410 415 

Leu Phe Pro Lys Glu Asp Gly His Glu He He Gly Glu Val Thr Ser 

420 425 430 

Leu Lys Arg Gin Lys Gin Phe Lys Ala He Leu Ala Glu Arg Glu Glu 

435 440 445 

Glu Val Gin Ala Phe Arg Glu Arg Leu Gly Ser He Phe Ala Asp Leu 

450 455 460 

Ser Ala Asn Tyr Asp Lys He Leu Phe Leu Asp Leu Leu Arg Thr Ala 
465 470 475 480 

Val Asp Pro Glu Lys Val Ser He Ser Leu Leu Ala Glu He Gly His 

485 490 495 

Met Ser Val Leu Asp Phe Val Asp Tyr Gin Gly His Phe He Ala Leu 

500 505 510 

Arg Lys Ser Phe Ala Lys Leu Met Glu Asn Ala Phe He Asp His Asp 

515 520 525 

Phe Thr Ala Trp Arg Glu Glu His Phe Thr Gin Phe He Lys Gin Lys 

530 535 540 

Arg Asp Glu Glu Leu Glu Arg Lys Gin Arg Tyr Pro Thr Pro Tyr Val 
545 550 555 560 

Asp Tyr Leu Val Glu Glu Arg Ser Arg Gin Tyr Ala Leu Phe Cys Arg 

565 570 575 

Glu His Met Asp Ser Phe He Thr Phe Leu Leu Ser Glu He Glu Pro 

580 585 590 

Pro Leu Gly Asn Pro Tyr Tyr Gin Glu He Ala Cys Trp Arg Gin Glu 

595 600 605 

Leu Arg Ser Gly Ala Tyr Pro Ala Leu Glu Trp Arg Glu His Tyr Asp 

610 615 620 

Phe Leu His Lys His Leu Ser Gin Thr Ser Tyr Asp Leu Cys Glu Leu 
625 630 635 640 

Phe Ala Ala Phe Arg Glu Phe Ser Glu Leu Lys Arg Pro Leu Tyr Gly 

645 650 655 

Gin Tyr Pro Leu Thr Leu Thr Arg Asn He Glu Gin He Glu Gin Asp 

660 665 670 

Leu He Ala Ser Phe Tyr Pro Leu Tyr Gly Tyr Gly His Leu Ser Ala 

675 680 685 

His Ala Phe Gly Gin Ala Ala Thr Leu Gly Ser He Phe Lys Leu Val 

690 695 700 

Ser Ala Tyr Ser Val Leu Val Gin His Leu Ser Asp Gin Glu Asp Leu 
705 710 715 720 

Ser Lys Leu Leu Val He Val Asp Lys Gin Ser Leu Gly Leu Arg Ser 

725 730 735 

Gly Lys Pro His Val Gly Phe Phe Lys Asp Gly Ser Pro He Ala Ser 

740 745 750 

Phe Phe Lys Gly Gly He Leu Pro Gly Asn Asp Tyr Ser Gly Arg Gly 

755 760 765 

Tyr He Asp Leu He Ala Ala Leu Glu Met Ser Ser Asn Pro Tyr Phe 

770 775 780 

Ser Leu Leu Val Ser Glu Tyr Leu Ser Asp Pro Glu Asp Leu Cys Glu 
785 790 795 800 

Ala Ala Lys Leu Phe Gly Phe Gly Glu Lys Thr Gly He Gly Leu Pro 

805 810 815 

Gly Glu Tyr Ala Gly Arg Val Pro He Asp Val Ala Tyr Asn Arg Ser 

820 825 830 

Gly Leu Tyr Ala Thr Ala He Gly Gin His Thr Leu Val Val Thr Pro 

835 840 845 

Leu Gin Thr Ala Val Met Met Ala Thr Leu Val Asn Gly Gly He Val 
850 855 860 
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Tl. Gin Gly Glu Trp Tyr Gin Oly Ser Phe S.r 

Tyr Gin Pro Ser Leu lie Gin ^ ^ 

865 , lla T.VS Lys Lys Arg Glu lie Phe ue gg5 

Pro Glu Gin Ala Lys I* y 89 o Qln ^ 

t», 0 lvs Arg Gly Met His Asn Val * 

»i »p — t. 0In « - «• Glu " 3 " a 

■m. Tn,r Arcr Phe Met Arg Gin Arg w g25 
Gly Thr Thr Arg ^ ^ ^ Arg ^ Gly 

Arg lie He Gly Lys *hr S£ j40 Rla 

930 * Met Lys Leu Lys Asp Val Trp 

Leu Asp Arg Glu Arg Gly Arg ^ ^ ^ 

945 A S p Glu Ala Leu Ser His Fro v 

M« »X OIV I* «» » J7. Leu Mg uu TtP 

«! »1 W «> "» — G1¥ ° 1U »? 

oafi 



980 

Gin Cys Val 
995 



(2) INFORMATIONS POUR LA SEQ ID NO : 742: 

, • v CARACTERISTIQUES DE LA SEQUENCE 

1 SSuR: 394 acides amines. 

R TYPE: acide amine 

$ CONFIGURATION: lineaire 

(iii) HYPOTHETIOUE: oui 

• , ASCRIPTION DE » SEQUENCE : SEQ ID NO: •>« = 
(xi) DESCRifiJ- , Leu ser Ser 

Tvs ser Val Leu Val Phe Ala Ala Leu 
M et Lys Lys Leu Leu Lys 1Q ^ ^ 

1 Te u Gin Ala Leu Pro Val Gly Asn Pro Ala Gl 

Ala ser ser Leu 

Leu Met lie Asp Gly He Leu Trp 

35 Thr Trp Cys Asp Ala lie Ser Met Arg M 

asp Pro cys Thr Thr Trp y go ^ Lys 

50 , Dho »«) Arg Val Leu Gin Tnr asp 

siy *»* phe val ?o e P 

65 M civ Ala Lys Pro Thr Thr Ala Tnr y g5 

90 oly Arg His 

„ ^ht- evs Thr Ala Arg Glu Asn fr 
«• 55 '** mr J2 u. ». Tyr •> «~ 

Met G1 n »P «. «» — S5 sly J» tt. « <W 

115 phe cys Thr Leu Gly Ala in 

130 aoT . A , ger Phe Asn Leu Val ^ y 

^ Le u Lys Gly Asn ser 

145 H i s Ala Thr Val Ser Asp Ser Lys 

Asp Asn Glu Asn Hi- , 7 o ^ ^ phe 

* en Gin Ser Val Val Glu Leu ryi. Q 
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195 










200 










205 








Thr 


Leu 


Gly 


Xaa 


Ser 


Phe 


Gin 


Tyr 


Ala 


Gin 


Ser 


Lys 


Pro 


Lys 


Val 


Glu 




210 










215 










220 










GlU 


Leu 


Asn 


Val 


Leu 


Cys 


Asn 


Ala 


Ala 


Glu 


Phe 


Thr 


He 


Asn 


Lys 


Pro 


225 










230 










235 










240 


Lys 


Gly 


Tyr 


Val 


Gly 


Gin 


Glu 


Phe 


Pro 


Leu 


Asp 


Leu 


Lys 


Ala 


Gly 


Thr 








245 










250 










255 




Asp 


Gly 


Val 


Thr 


Gly 


Thr 


Lys 


Asp 


Ala 


Ser 


He 


Asp 


Tyr 


His 


Glu 


Trp 




260 










265 










270 






Gin 


Ala 


Ser 


Leu 


Ala 


Leu 


Ser 


Tyr 


Arg 


Leu 


Asn 


Met 


Phe 


Thr 


Pro 


Tyr 






275 










280 










285 








He 


Gly 


Val 


Lys 


Trp 


Ser 


Arg 


Ala 


Ser 


Phe 


Asp 


Ala 


Asp 


Thr 


He 


Arg 




290 










295 










300 










He 


Ala 


Gin 


Pro 


Lys 


Ser 


Ala 


Thr 


Thr 


Val 


Phe 


Asp 


Val 


Thr 


Thr 


Leu 


305 










310 










315 










320 


Asn 


Pro 


Thr 


He 


Ala 


Gly Ala 


Gly 


Asp 


Val 


Lys 


Ala 


Ser 


Ala 


Glu 


Gly 










325 










330 










335 




Gin 


Leu 


Gly 


Asp 


Thr 


Met 


Gin 


He 


Val 


Ser 


Leu 


Gin 


Leu 


Asn 


Lys 


Met 






340 










345 










350 






Lys 


Ser 


Arg 


Lys 


Ser 


Cys 


Gly 


He 


Ala 


Val 


Gly 


Thr 


Thr 


He 


Val 


Asp 




355 










360 










365 








Ala 


Asp 


Lys 


Tyr 


Ala 


Val 


Thr 


Val 


Glu 


Thr 


Arg 


Leu 


He 


Asp 


Glu 


Arg 




370 








375 










380 










Ala 


Ala 


His 


Val 


Asn 


Ala 


Gin 


Phe 


Arg 


Phe 














385 










390 























(2) INFORMATIONS POUR LA SEQ ID NO: 743: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 282 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 734814 73 5659 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 743: 



Leu 


Glu 


Leu 


Pro 


Cys 


Lys 


Leu 


Thr 


Leu 


Lys 


Glu 


Leu 


Leu 


Glu 


Ser 


Gly 


1 








5 










10 










15 




Ala 


His 


Phe 


Gly 
20 


His 


Gin 


Thr 


Ser 


Arg 
25 


Trp 


Asn 


Pro 


Lys 


Met 
30 


Lys 


Pro 


Phe 


He 


Phe 
35 


Glu 


Glu 


Lys 


Asn 


Gly 
40 


Leu 


Tyr 


He 


He 


Asp 
45 


Leu 


Ala 


Lys 


Thr 


Leu 


Gly 


Gin 


Leu 


Lys 


Lys 


Ala 


Val 


Ser 


Cys 


He 


Gin 


Lys 


Thr 


He 




50 








55 










60 










Asp 


Gin 


Glu 


Arg 


Ser 


He 


Leu 


Phe 


Val 


Gly 


Thr 


Lys 


Lys 


Gin 


Ala 


Lys 


65 










70 










75 










80 


Gin 


He 


He 


Arg 


Glu 


Ala 


Ala 


He 


Glu 


Cys 


Gly Glu 


Phe 


Phe 


Ala 


Ser 








85 










90 










95 




Glu 


Arg 


Trp 


Leu 


Gly 


Gly 


Met 


Leu 


Thr 


Asn 


Met 


Ala 


Thr 


He 


Arg 


Asn 






100 










105 










110 






Ser 


Val 


Lys 
115 


Thr 


Leu 


Asn 


Arg 


He 
120 


Glu 


Leu 


Asp 


Leu 


Glu 
125 


Ala 


Ser 


Asn 


Ser 


Gly 
130 


Leu 


Thr 


Lys 


Lys 


Glu 
135 


Leu 


Ala 


Leu 


Leu 


Ala 
140 


Lys 


Arg 


His 


Arg 
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Ly s M u « Ash Ash - «« Gly V.I « HU « Ash s.r - « 

5S « - - " « ™ »* S*. "* 

J' 5 civ II. Pro val Mot Ala W val Asp Thr Ash 
Qlu Ala Gly G1 =' II * Pr ° 185 190 

180 , pro cy s Asn Asp Asp s«r 

cys Asp Pro Thr Pro 11a Ash His val 205 
xl . ly. E lie « « XX. - Asn Thr « £ asp Ala val 11. 
Asp III ,ys U, « - - val Glu n. ~ ~ Pro val «. £ 
£ .1. Ar g Pro Al, oiu Glu - val Glu Glu «. Pre - - - 
Gly Glu Ala Gin ASP Glu Al. s.r s.r W s Glu Gly V.1 «, « Trp 

Al. Asp 11. Asp AS„ cys Glu Al. I*» W s 

275 

(2) INFORMATIONS POUR LA SEQ ID NO: 744: 

(i , CARACTERISTIQUES DE LA SEQUENCE 

( ( A) LONGUEUR: 282 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii , POSITION DANS LE GENOME : 73 5659.-73 6504 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 744: 

Met Ser Asp P,e Ser Met Olu - ~ Lys ^ Leu « O f - 

U Val Gly Leu L r Lys C Y s Lys olu - Leu Glu His Ala Lys Gly 

20 * 1a Val Val Tyr Leu Arg Lys Leu Gly Leu Ala Ser 
Asn Leu Glu Asp Ala Val Val Tyr ^ 

,1, Gly IU * - »■ « - - - 1? V " U " I 
Ar, val Asp Glu « OX, S. AX. « Val Glu Val As. val .1. ^ 

Asp Phe Val Al. Asn 2o ~ Val Ph. „ Al. - Val ~ - « 
« s.r Asp « ASP HI. W s « s.r Asp Val olu Ala « * 
A r, v.! « ^ s.r Gin Glu P~ s.r - ~ val Glu Glu ~ 
,1. V.I S OXn ~ - Gly Glu « XX. »J II. ser Ar 0 Ala 
P.. Tyr » Pro v.1 A.n s.r Gly OX. s.r v.1 OX, ». Tyr s.r His 

1" , v^l Ala IX. V.X Ph. Mtt s.r Gly s.r Glu Asn 

Oly Asn GXy Lys AX. V.X Ala II. v 17S 

Gl „ G lU Al. E »• « - - ~ ~ 55 S " 

P „ OX„ Ph. Liu s.r ,y. oxu S« IS Pro OX. OXu IX. ,.u OXu Ar, 
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195 200 205 



Glu 


Arg 
210 


Glu 


Val 


Phe 


Ser 


Ser 
215 


Gin 


Val 


Ala 


Gly 


Lys 
220 


Pro 


Gin 


Glu 


Val 


Val 


Glu 


Lys 


He 


Thr 


Gin 


Gly 


Lys 


Phe 


Lys 


Ala 


Phe 


Phe 


Gin 


Glu 


Ala 


225 










230 










235 










240 


Cys 


Leu 


Leu 


Glu 


Gin 


Ala 


Phe 


He 


Lys 


Asp 


Pro 


Glu 


Val 


Thr 


He 


Gin 








245 










250 










255 




Gly 


Leu 


lie 


Asp 


Arg 


Ala 


Ala 


Lys 


Ala 


Ser 


Gly 


Glu 


Pro 


Leu 


Arg 


Val 






260 










265 










270 






Glu 


His 


Phe 
275 


Val 


Phe 


Trp 


Lys 


Met 
280 


Gly 


Ala 















(2) INFORMATIONS POUR LA SEQ ID NO : 745: 

(i) CARACTERI ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 245 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 73 6520 737254 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 745: 



Met 


Met 


Lys 


Lys 


Arg 


Val 


Lys 


Arg 


Xaa 


Leu 


Phe 


Lys 


He 


Ser 


Gly 


Glu 


1 








5 










10 










15 




Ala 


Leu 


Ser 


Asp 


Gly 


Asp 


Ser 


Ser 


Asn 


Lys 


He 


Ser 


Glu 


Lys 


Arg 


Leu 








20 










25 










30 






Ser 


Arg 


Leu 


He 


Ala 


Glu 


Leu 


Lys 


Val 


Val 


Arg 


Asn 


Ala 


Asp 


Val 


Glu 




35 










40 










45 








Val 


Ala 


Val 


Val 


He 


Gly 


Gly 


Gly 


Asn 


He 


Leu 


Arg 


Gly 


Leu 


Ser 


Gin 




50 










55 










60 










Ser 


Gin 


Ser 


Leu 


Gin 


He 


Asn 


Arg 


Val 


Ser 


Ala 


Asp 


Gin 


Met 


Gly Met 


65 










70 










75 










80 


Leu 


Ala 


Thr 


Leu 


He 


Asn 


Gly 


Met 


Ala 


Leu 


Ala 


Asp 


Ala 


Leu 


Lys 


Thr 










85 










90 










95 




Glu 


Asp 


Val 


Pro 


Asn 


Leu 


Leu 


Thr 


Ser 


Thr 


Leu 


Ser 


Cys 


Pro 


Gin 


Leu 






100 










105 










110 






Ala 


Glu 


Leu 


Tyr 


Asn 


Pro 


Gin 


Lys 


Ala 


Ser 


Asp 


Ala 


Leu 


Ser 


Gin 


Gly 






115 










120 










125 








Lys 


Val 


Val 


He 


Cys 


Thr 


Met 


Gly 


Ala 


Gly Ala 


Pro 


Tyr 


Leu 


Thr 


Thr 


130 










135 










140 










Asp 


Thr 


Gly Ala 


Ala 


Leu 


Arg 


Ala 


Cys 


Glu 


Leu 


Lys 


Val 


Asp 


Val 


Leu 


145 










150 










155 










160 


Leu 


Lys 


Ala 


Thr 


Met 


His 


Val 


Asp 


Gly 


Val 


Tyr 


Asp 


Gin 


Asp 


Pro 


Arg 








165 










170 










175 




Glu 


Cys 


Ala 


Asp 


Ala 


Val 


Arg 


Tyr 


Asp 


His 


He 


Ser 


Tyr 


Arg 


Asp 


Phe 






180 










185 










190 






Leu 


Ser 


Gin 


Gly 


Leu 


Gly Ala 


He 


Asp 


Pro 


Ala 


Ala 


He 


Ser 


Leu 


Cys 






195 










200 










205 








Met 


Glu 


Ala 


Gly 


He 


Pro 


He 


Lys 


Met 


Phe 


Ser 


Phe 


Ala 


Arg 


His 


Ser 




210 










215 










220 










Leu 


Glu 


Glu 


Ala 


Val 


Phe 


Asn 


Thr 


Val 


Gly 


Thr 


Val 


He 


Ser 


Ser 


Ala 


225 










230 










235 










240 


Glu 


Gly 


Gly 


Gin 


Leu 

























245 
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(2) INFORMATIONS POUR LA SEQ ID NO: 746: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 178 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 7372 54.-737787 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 746: 

Met Thr Leu Ala Ser Ala Glu Lys Olu Met Ala Gly Val Leu Thr Phe 

Phe Gin Lys Glu Thr Arg Gly Phe Arg Thr Gly Lys Ala His Pro Ala 

Leu Val Glu Thr Val Thr Val Glu Val Tyr Gly Thr Thr Met Arg Leu 

Ser Asp fie Ala Ser He Ser Val Ser Asp Met Arg Gin Leu Leu He 

ser Pro Tyr Asp Ala Gly Thr Val Ser Ala lie Ser Lys Gly He Leu 

fla Ala Asn Leu Asn leu Gin Pro He Val Glu Gly Ala Thr Val Arg 

He Asn Val Pro fla Tyr Gly Arg lie Pro Thr Arg Ser Asn Lys Gin 

Leu Lys Arg Lys Ser Glu Glu Ala Lys Val Ala He Arg Asn He Arg 

Arg Thr III Asn Asp Arg Leu Xaa Lys Asp Asp ajj Leu Thr Glu Asp 

Ala vfl Lys Ser Leu Glu Lys Lys He Gin Glu Leu Thr Asp Lys Phe 

1*1 Lys Gin lie Glu flu Leu Ala Lys Gin Lys Glu Ala Glu Leu Ala 
165 1/u 

Thr Val 



(2) INFORMATIONS POUR LA SEQ ID NO: 747: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 246 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(Viii) POSITION DANS LE GENOME: 737 942.-73 8679 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 747: 

Gin Gly Phe Glu Ser Pro Trp Gly His Tyr Lys Lys Lys Cys Gly ser 

Leu Ala Gin Arg Leu Glu His Leu Thr Phe Asn Glu Arg Val Glu Gly 
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20 25 30 



Ser 


Asn 


Pro 


Ser 


Arg 


Pro 


He 


Ser 


Phe 


Ser 


Lys 


Arg 


Ser 


Ser 


Leu 


Leu 






35 










40 










45 








He 


Lys 


Lys 


He 


Ser 


Phe 


Leu 


Cys 


Phe 


Phe 


Leu 


Leu 


Leu 


Leu 


Lys 


Val 




50 








55 










60 










Pro 


Arg 


Cys 


He 


Cys 


Thr 


Ala 


Phe 


Asp 


Met 


Asp 


His 


Thr 


Glu 


Glu 


Ser 


65 






70 










75 










80 


Pro 


Ala 


Leu 


Cys 


Tyr 


Asn 


Cys 


Gin 


Gin 


Pro 


Ala 


Thr 


He 


Cys 


Phe 


Thr 










85 










90 










95 




Glu 


He 


Ser 


Glu 


Asn 


He 


Thr 


Ser 


Arg 


Cys 


Tyr 


Val 


Cys 


Asn 


Ser 


Cys 








100 










105 










110 






Pro 


Tyr 


Pro 


Ser 


Arg 


Tyr 


Tyr 


Asp 


Arg 


Glu 


Thr 


He 


Leu 


Ala 


Ser 


Pro 




115 










120 










125 








Thr 


His 


Glu 


Ala 


Leu 


He 


Xaa 


Glu 


Cys 


Gly 


Asn 


Cys 


Lys 


Thr 


Lys 


Trp 




130 










135 










140 










Cys 


He 


Arg 


Asp 


Thr 


Asp 


Glu 


Leu 


Leu 


Leu 


Gly 


Cys 


His 


Leu 


Cys 


Tyr 


145 










150 










155 










160 


Arg 


Thr 


Phe 


Lys 


Ser 


Leu 


He 


Leu 


Ser 


Arg 


Leu 


Leu 


Arg 


Tyr 


Gin 


Ala 






165 










170 










175 




He 


Ser 


Ser 


Tyr 


Thr 


Ser 


Glu 


Lys 


Ala 


Asn 


Asn 


Phe 


His 


He 


Gly Arg 








180 










185 










190 






Gly 


Leu 


Gly 


Asn 


Ser 


Glu 


Gin 


Pro 


He 


He 


Asn 


Pro 


Ala 


Met 


Arg 


Leu 




195 










200 










205 








He 


Ala 


Leu 


His 


Glu 


Ala 


Leu 


Gin 


Glu 


Thr 


Leu 


Arg 


Arg 


Glu 


Asp 


Tyr 




210 










215 










220 










Glu 


Gin 


Ala 


Ala 


Glu 


He 


Arg 


Asp 


Gin 


He 


Asn 


Gin 


Leu 


Lys 


Asn 


Gin 


225 










230 










235 










240 


Asn 


Thr 


Thr 


Asp 


Ala 


Pro 























245 



(2) INFORMATIONS POUR LA SEQ ID NO : 748: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 01 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 73 883 8 73 9740 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 748: 



Pro 


Asn 


Ser 


Phe 


Arg 


Leu 


Ser 


Lys 


Val 


Arg 


Lys 


Phe 


Phe 


Val 


Leu 


Pro 


1 








5 










10 










15 




Leu 


Lys 


Asp 


Leu 


Pro 


He 


Trp 


Gin 


Arg 


Glu 


Cys 


Leu 


Leu 


Glu 


His 


Tyr 




20 










25 










30 






Leu 


Phe 


Pro 


Tyr 


His 


Leu 


Gly 


Ser 


Cys 


Leu 


Glu 


Gly 


Glu 


Ala 


Leu 


He 






35 








40 










45 






His 


Val 


Asn 


Gin 


Ala 


Gly 


Thr 


Leu 


Leu 


Ala 


Gly 


He 


Asn 


Leu 


Arg 


Asp 




50 










55 










60 










Val 


Val 


He 


His 


Gly 


Val 


Asp 


Phe 


Val 


Trp 


Gin 


Pro 


Glu 


Val 


Leu 


Leu 


65 








70 










75 










80 


Gin 


Lys 


Leu 


He 


Asp 


Leu 


Asp 


He 


Arg 


Leu 


Gin 


Gin 


Ser 


Leu 


Ser 


Phe 








85 










90 










95 




Ala 


Phe 


Ser 


Ser 


Asp 


Phe 


Gly 


Phe 


Leu 


Thr 


Ala 


Asp 


Pro 


Leu 


Arg 


Cys 








100 








105 










110 
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oly «r M. « U. M, « £. vai His »1 Pro Ala ,.u I,ys 
^ Oly £ A1 » « s« ? 1» « Val «. XV, OU> *» Cl» P,e 

130 i t=„ c,^r Gin Glu Ser Leu Gly Asp He 

Ala Ser Ser Ser Leu Leu Pro Leu Ser Gin Giu igQ 

145 » r vs ser Leu Gly Leu Ser Glu Glu Gin He 

Leu cys Leu Ser Asn He Cys Ser i,eu ^y l?g 

^ 65 to„ va i Val Ser Lys He Leu Ser Ala Glu Lys 
Leu Ser Ser Leu Arg Leu Val Val ser uy igQ 

» Ill Gin Leu Val Lys Glu Asn Xaa Thr Glu Xaa Lys Asn 
Glu Ala Arg Asn Gin Leu vai uy 2Q5 

T 195 x rfl ser Val Gly Met Leu Thr His Ser Cys Cys Leu Asp 
Arg He Leu Arg Ser Val uiy 22Q 

Leu III Olu -a Leu Asp La Xnr Ser Trp He Gin Leu Gly Met Ser 
Me 5 t Gin Trp He Glu S Ser Glu Asn His Pro Leu Trp Asn Pro Leu 
Phe Trp Asp Leu Arg Arg Gly His Leu Ala Leu Tyr Asn Gin Asp Thr 
Ala Asn Arg Ser He Glu Lys Glu Val He Ala Gin lie Arg Ala Lys 
Ala Thr Lys Pro Gin Ala Glu Arg Leu He He Arg He 



290 295 



(2) INFORMATIONS POUR LA SEQ ID NO: 749: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 666 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vll i, POSITION DANS DE GENOME: comment ,740060 . .74205-7 , 

,xi) DESCRIPTION DE LA SEQUENCE, SEQ ID NO, 749: 

«. V,! «, H. « -~ « « ~ Val As„ P- «• « 

k. « ,i. «. ai» d.» - am p- v.! s« Lys n. « * ~ 

A„ P„. va! pL Asp S« Asn Asp « «» P,e » val »r ,1. val 

s „ „u £ «. * « if « « « r lle Leu Leu Gln 

Val l"u Lys M.t His Asp L.» Lys V.! Val olu 01» «y >» - ~ 
JL XI. Tyr M9 Asn « Lys « - J- « - * S 1 ^ 
Rsp oly S« Ala £. Asp ~ "a va! vai Val »r «, Vai 

100 i »i a zn 3 Val GlV He He Gin 

m \r^i qer Pro Ser Ala Ala vai ^j-y 

Phe Arg Leu Tyr Ser Val ser Fro ^ 

P„ Leu S « His A.P «. II. XL - Ala - «- ~ ~ « 

H1 « ix" Ii. v.! s.r Asp ?» oly Asn II. olu Lys ~ Arg «u 
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145 150 

^ u 155 



L.u Leu Gln A1 , ^ ssp pro «5 ^ ^ ^ „, 

*yr Asp » «n Phe M . Asn Pro ™ X..U Val S.r ^ £ Gln 

MP Val Lju Gl y Al . „. t Ala „„ „ u phe ». 
=m jr. c ly Thr to Lys „. Phe Val u . ser ser p 0= ^ ^ ^ 
Ala L y s Thr zlm ala ^ Leu Glu s „ Leu flsp »» 

His Thr L.u AS p „ ^ ser pr<; Ma J» ^ Sm 240 

«y «. Ala J„ Pr . Lys s . r Leu ™ ^ ^ l ^ 255 ^ 

TVr Gln A » „ Ali Ala „. Gln flla ^ 270 g ^ ^ 

— £« Tyr Val Thr Thr Ala Met Asp Mu Jsp pte »5 ^ ^ ^ 
Asn s.r „. oln Trp L .„ p „ Vsl Rsn 300 ^ ^ ^ ^ 

Asn =ln 1. As„ Val As p Lys val Val s „ HI ^ Qiy 320 

Pro P ro oln val ^ „. 530 ^ ^ ^ ^ 33, ^ 
Leu Glu s . r Trp Asp phe val Gin ^ 350 ^ ^ 

Glu Gln Gl y I. y s v.! A1 a ^ Ala ser Gly Lau Leu 3« ^ ^ 
J« Thr As p Pro , au ^ asn SM L>u ^ 3J. ^ ^ ^ 

«y **n u . s . r Pro rar pro oly Qln »s &i> g ^ 400 

Me t Met ^ ^ s „ ser Ala p „ e «• ^ ^ 4X5 v ^ 

Leu s« „u AM oly ^ sar ^ Leu ^ Leu Giy «0 ^ 
Ala Leu ASP «„ Asp oly A|p ^ ^ «5 ^ ^ 

»et M . oln Asp ttr G1 „ G1 „ Ala Sm pha «. ^ ^ 

Pro Ph. Oln Thr Thr s =r Thr V al n. ola Glu Thr Gl y s« v , a 
.in Asn II. ^ Glu A . p „ e "J Am v ^ «, ^ 

rhr ne A;a P „ Asn Asn val ^ ^ ^ 510 ^ 

ser „„ Le „ hi. ser Ala «» Gl y Val L eu Thr Pro "l Thr Asp Lys 
»r Ph. A l, Ala Lau G1 „ yal pro ^ =J0 ^ ^ ^ ^ 

Met ser 01y H i. „. Al:g Asp Lys ^ ^ === ^ ^ 560 

Pro L .u L eu ser s. r Leu Pro Le u 11. Lys ° Gly Leu phe s „ ^ s „ 
Ho ASP oj, Atg Gln Lys Arg A „ Jle ^ ne ». l ^ 

V.1 ne s.r ser Ph. Glu Glu Gl y Thr Al. Leu ser tin Thr Glu Gl y 

615 620 
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t on gIu Val Ala Pro 
TVr Arg Tyr Asn Trp Glu Ser Glu Arg Oly Ser Leu 

625 "° _ lTl His Ile Pr o Lys Val Gin Ala Glu Ser 

Arg His Ala Pro Glu Cys Gin His He Pro y g55 
645 

A sn Phe Lys Met Leu Glu lie Glu Ala Glu 



660 



(2) INFORMATIONS POUR LA SEQ ID NO : 750 : 

( i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 275 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vii i, POSITIOH DANS I* GENOME : oo^-nt. (742045 . .742869 , 
(xi , DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 750: 

Gl „ W s Ser «u Ser «~ «- - <$? « ~ S° ^ 

Ln lie V.X »r 5- « XI. oly « *- ~ «- "' 

„ a„ «. S- « - « ~ Ala « «x val « «P - 

Rla Leu LL ser v,x » ~ « -r giv oiu oiv - ix. -iy - 

50 If „. a rlu Ala Glu Gin Gin He Ala Ala 

Ser Ala Ser Leu Pro Asn Tyr His Glu Ala Gl 8Q 

65 t Asn lie Ila Lys Asn Leu Ala Lys Lys Ser Ser Pro Gly 

Cys Pro Lys Asn lie Aia uy gQ 95 

85 —1 * 1 a fcr-rr p ro Val Ser Val 

Ala Lys Pro Thr Val Gly Ala Pro Ser Pro Ala Arg ^ 

X°° ii. oro val Ala Gin Thr Arg His 

lys Al. Ala Pro Ala Ly Pro «n Ala Pro Val A ^ 

p he ,y S £ KU Cl» II. S- ~ Pro Asn ». - - « ~ 

Gl„ Val „ «. - S5 «« « « « "» « »» ~ S! 

£ L eu Oin Gly Ala Si ^ «n "a Ala Ala Ala I,* Glu g. «. 
to L eu «« «n SS val ser Dys Gl„ Glu Glu Glu Ala ser « 

180 .1 *«» am Ala Val Asn Ala He Asn 

Trp Glu Glu Lys Gin Ser Tyr Ala Arg Arg Ala ^ 

Phe ser i2 Arg Lys Gin lie Glu Glu Gin Gin Lys *r Xle ser Asn 
Pro III Asn Asp Gin Thr Leu Pro Gly Lys Lys As P Pro His Thr Ser 

225 w , Tie Gin Thr Val Gin Asp Cys Ser Gin Asp Gin Glu 

Gly Glu Pro Val He Gin mr vet ^ 255 

245 » »i» Tie Lvs Gin Thr Phe ser Asp Val 

Ala Arg Glu Lys ser Ser Arg Ala He Lys ^ 



260 

Ser Gly Ser 
275 
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(2) INFORMATIONS POUR LA SEQ ID NO : 751: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 185 acides amines 

(B) TYPE: acide amin6 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (742824 .. 743378 ) 

<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 751: 

Tyr Ala Tyr He Trp Lys Arg Ser Arg He Leu Val Leu Tyr Ala Pro 

1 5 10 15 

Gly Asn Cys Ser Phe Ala Leu Ser Met Met Lys Gin Phe Leu Asn Gin 

20 25 30 

Arg Glu Glu Lys Ala Lys Asp He Gin Thr Val He Lys Ser Met Asp 

35 40 45 

Thr Leu Cys Lys Thr Met His He Pro He Cys Lys Glu Gly He Ser 

50 55 60 

Cvs Cys Cys Phe He Phe Phe Leu Glu Glu Leu Met Cys Phe Ser Cys 
65 70 75 80 

Gly Lys Thr Asp Phe Ser Leu Lys Lys Gin Thr Gly Gly Val Gin Arg 

85 90 95 

Phe Gin Ala Glu Ser Gin Gly He Gly Glu Glu Thr Pro Leu Glu He 

100 105 HO 

His Glu Gin Ser Phe Leu Trp Glu Pro Gly Asp Glu Leu He Val His 

115 120 125 

Thr Pro Lys Ala Arg Asp Leu Val Tyr Leu Tyr Cys Pro Ser Phe Leu 

130 135 140 

Lys Leu Gin Asp Arg Gly Gin He Asp He Phe Cys Glu Thr Asp Asn 
145 150 155 160 

Leu Gin Lys Gly He Arg Gin Lys Tyr Asp Arg Ser Leu Tyr Pro Ser 

165 170 175 

Thr Leu He Ser Leu Lys Arg Val Arg 
180 185 

(2) INFORMATIONS POUR LA SEQ ID NO: 7 52: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 331 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement (743306 . .744298) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 752: 

Val Phe Met Leu Arg Ser Gly Val Ser Phe Ser Ser Ser Lys Thr Asn 
1 5 10 15 

Tvr Leu Leu Thr Arg Glu Leu Ser Arg Lys Val Gly Leu Thr Val Tyr 
20 25 30 
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M„ «, vel Asp Olu His s.r ser W, Pr. «1 v,l lie Lys Tfcr L.u 
Vel s.r Pro cly Il« His Asp A„ Arg ~ — »™ »« »" «" G1U 

ciu ax. » 11. «« 01- — ^ His r 5 ° VS1 ST 

flu Asp Arg ol» Olu cys clu oln oly Arg Tyr L.u v,l ser clu Tyr 
He Leu «y Ser « Leu « g »P s.r II. — ■« - «~ 
Leu Asp Lys 21 Ue Ser He V.1 » «- vai Ala «£ V,I He Thr 
»r Leu His Arg His Oly V,l Leu His Leu Asp IX. Lys Pro clu As» 
He SJ Leu ~ OXn s.r "ly CXu lie Lys Leu He Asp Tyr cly Leu 
IS Ale Trp Oln Phe 1£ His Trp cly s« Pro Ale «r M.t s.r Pro 
Olu oln s.r Arg SS OXU Pro Pro Ser Pro Ale ser Asp val Tyr S.r 
Leu AX. Leu Al. Ty, CXU L.U IXe Me, CXy CX„ Leu Ala L.u cly 

I 95 „ T ,re tip q^r Lvs lie Leu lie 

L ys Val Tyr Val Ser Leu Leu Pro Ser Lys He Ser Lys 

Oln "la Leu Oln Pro S er Pro Ma Ala Ar 9 Phe Ser Ser Met Oln Olu 

£ Ala Olu Ala Leu Gin Asp ^r Leu Leu His Asp Val His Olu Asp 

^ r w Lys Lys Asp His val Val Ala oln Xle Olu Oln Trp His Asn 

Oln Ar 9 Ala Trp Leu Ser Pro Olu Lys Leu Ser Ala Pro Olu Olu Xle 

cys Val hIs He Tyr Ser oln Lys Olu Pro cys Tyr Leu His Asn Xle 

ryr Asp Met Leu Thr Ser Oly Asn Val Ala Olu Phe Trp Phe Ser 



Thr Leu Gin olu Thr Val Val Leu Arg Leu Ala 
325 3JU 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 53: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 95 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(v Ui, POSITION DANS LE GENOME : com.l«-lM7«4430 . . 744714) 
(xi> DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 753: 
Leu Lys L.u CX„ Asp Cys Lys Arg Cys » oln Lys Arg Arg Leu Lys 
L„ Leu val Lys olu val Arg cm Leu Pro Leu Pro ser Ala mr Lys 
He V»l Ala Ilu Val Ala Arg Tyr Ser Leu Ser Val Oly clu Phe Leu 
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35 40 45 

Lys Leu Gly Pro Gly Ser Val Leu Gin Phe Asp Gly Val His Pro Thr 

50 55 60 

Leu Gly Val Asp lie lie Leu Asn Gly Ala Gin Val Gly Arg Gly Asn 
65 70 75 80 

lie lie Ala Leu Gin Asp Val Leu Gly lie Arg Val Leu Glu Val 
85 90 95 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 54: 

(i) C ARACTER I ST I QUES DE LA SEQUENCE: 

(A) LONGUEUR: 125 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lin£aire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 744611 744 9 85 ) 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 7 54: 



Asn 


Tyr 


Ser 


Ala 


Glu 


Pro 


Cys 


Arg 


Phe 


Leu 


Glu 


Glu 


Lys 


Asp 


Gin 


Ala 


1 






5 










10 










15 




Phe 


Asp 


Met 


Gin 


Lys 


Val 


Asp 


Leu 


Gin 


Thr 


Pro 


He 


Thr 


Leu 


Ala 


Val 






20 










25 










30 






Glu 


Val 


Gly 
35 


Phe 


Cys 


Gin 


He 


Ser 
40 


Glu 


Glu 


Asp 


Trp 


His 
45 


Gin 


Val 


Val 


Pro 


Gly 
50 


Ser 


Phe 


He 


Leu 


Leu 
55 


Asp 


Ala 


Cys 


Leu 


Tyr 
60 


Asp 


Pro 


Asp 


Thr 


Gly 


Asp 


Ala 


Gly 


Ala 


Phe 


Leu 


Ser 


He 


Gin 


Arg 


Thr 


Arg 


Phe 


Phe 


Gly 


65 








70 










75 










80 


Gly 


Arg 


Phe 


Leu 


Asp 
85 


Lys 


Gin 


Ser 


Gly 


Ser 
90 


Phe 


Lys 


He 


Thr 


Gly 
95 


Leu 


Gin 


Glu 


Met 


Gin 
100 


Pro 


Glu 


Glu 


Ala 


Pro 
105 


Glu 


Glu 


Pro 


Ser 


Glu 
110 


Gly 


Gly 


Pro 


Ala 


Thr 
115 


Pro 


Phe 


Ala 


Phe 


Gly 
120 


Asn 


Lys 


Asn 


Arg 


Cys 
125 









(2) INFORMATIONS POUR LA SEQ ID NO : 755: 

(i) C ARACTER I STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 200 acides amines 

(B) TYPE: acide amin6 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement (744958 745557 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 755: 

Gly He Pro Met Ala Val Ala Ala Glu Pro Ser Ser Asn Trp Leu Lys 
15 10 15 

Ala Arg Asp Glu Leu Leu Ser Ser Leu Gin Glu Gin Lys Glu Gly Met 
20 25 30 
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P„. ser Ph. Pro Val Ph. Pro Lys Gin =lu cys olu Gin Lys L.u Lys 
Asp Lys Ph. His Met Glu Glu val Glu Leu s.r Ph. Glu s.r Arg Oly 
L .u L.u ser Val Ala Ala Ala val Gin olu Tyr Gly olu Arg II. L.u 
L.u Oln Pro Phe L.u IS. Asn Pro Ph. olu ser oly Olu Ph. Tyr II. 
V al s.r ser Olu S« Asp Leu oln Ala Leu He oly Tfcr II. Ph. Asn 
Asp ser ser III Al, s.r Tyr Ph. Tyr olu Lys Asp Arg L.u Leu oly 
Ph. His iyr Tyr Ph. val Ala olu II. cys Lys Leu L.u oln Olu s.r 
Pro Z II. Pro ser H.t ser val Lys val Thr Gly Asp Val Al, Ph. 
s .r Ala Arg Ala L.u III oly olu Tyr Hi, val II. oln Val ser cys 

cys Leu Asp Oly HI =ys H. «« Ph. s.r ,1. L.u Val Pro Olu Thr 

180 18b 



Thr Ala Gin Ser Leu Val Asp Ser 
195 200 

(2) INFORMATIONS POUR LA SEQ ID NO: 756: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 284 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

, vlli , POSITION DANS LE GENOME : co^L^nt (745561 .. 746412) 
(Xi) DESCRIPTION DE LA SEQUENCE, SEQ ID NO : 756, 
Ph e M .t Glu Leu Asn Lys Thr ser olu ser Leu Phe s.r Ala Lys II. 
Asp His Asn His Pro Arg Thr olu Al. His olu Pro Arg Asp Oln Arg 
Olu Val Arg III Ph. S.r L.u Olu oly Arg ser s.r Thr Arg oln olu 
Lys Ala Asp Arg M.t Pro Oly Arg Thr s.r s.r Arg oln olu s.r S.r 
Lys s.r S.r Olu Olu Oly Ala val His olu ser Thr Ala oly Val s.r 
Zr Lys Olu Olu Olu 11 ser Lys oly Asp oly Ph. Ph. Thr oly oly 
Asn Pro Thr S.r lly M.t Al. Leu Val olu Thr Pro M.t Al. Val V.l 
S.r Olu Al. HI Olu Tfcr ser Thr Met Thr Val s.r oln Val Asp 
L.u Oln TrP val Olu oln Leu Val Thr ser Thr Val olu ser L.u L.u 
V.1 Ala Asp II. Asp Oly Lys Oln L.u Val olu II. v.l L.u Asp Asn 
lil A.n Thr val Pro Ala Al. Ph. ovs oly Al. Asn L.u Thr L.u val 
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165 170 175 



Gin 


Thr 


GlV 


GlU 


Glu 


He 


Ser 


Val 


Ser 


Phe 


Ser 


Asn 


Phe 


Val 


Asp 


Gin 






180 










185 










190 






Ala 


Gin 


Leu 


Thr 


Glu 


Ala 


Thr 


Gin 


Leu 


Val 


Gin 


Gin 


Asn 


Pro 


Lys 


Gin 






195 










200 










205 








Leu 


Val 


Ser 


Leu 


Val 


Glu 


Ser 


Leu 


Lys 


Ala 


Arg 


Gin 


Leu 


Asn 


Leu 


Thr 




210 










215 










220 










Glu 


Leu 


Val 


Val 


Gly 


Asn 


Val 


Ala 


Val 


Ser 


Leu 


Pro 


Met 


He 


Glu 


Lys 


225 










230 










235 










240 


He 


Glu 


Thr 


Pro 


Leu 


His 


Met 


He 


Ala 


Ala 


Thr 


He 


Arg 


His 


His 


Asp 










245 










250 










255 




Gin 


GlU 


Gly 


Asp 


Gin 


Glu 


Gly 


Glu 


Gly 


Arg 


Gin 


Asp 


Gin 


His 


Gin Gly 








260 










265 










270 






Gin 


His 


Gin 


Glu 


Lys 


Lys 


Val 


Glu 


Glu 


Ala 


His 


He 











275 280 



(2) INFORMATIONS POUR LA SEQ ID NO: 7 57: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 119 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (746416 746772 ) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 757: 



Glu 


Ser 


Leu 


Tyr 


Ala 


Glu 


Asn 


Ser 


Pro 


Leu 


Arg 


Glu 


Gin 


Leu 


Asp 


Asp 


1 






5 










10 










15 




Gly 


Thr 


Thr 


Ser 


Asp 


Ala 


He 


Leu 


Lys 


Met 


Lys 


Ala 


Tyr 


He 


Lys 


Val 






20 










25 










30 






Val 


Ala 


He 
35 


Gin 


Leu 


Ser 


Glu 


Glu 
40 


Glu 


Glu 


Lys 


Val 


Asn 
45 


Lys 


Gin 


Lys 


Glu 


Asn 
50 


Val 


Leu 


Ala 


Ala 


Xaa 
55 


Lys 


Glu 


Leu 


Glu 


Arg 
60 


Ala 


Glu 


Val 


Glu 


Leu 


Thr 


Lys 


Arg 


Arg 


Lys 


Glu 


Glu 


Glu 


Lys 


Thr 


Arg 


Leu 


His 


Lys 


Glu 


65 






70 










75 








Glu 


80 


Glu 


Trp 


Met 


Lys 


Glu 


Ala 


Leu 


Lys 


Glu 


Glu 


Ala 


Arg 


Gin 


Glu 


Lys 






85 










90 










95 




Glu 


Gin 


Asp 


Glu 


Met 


Gly Gin 


Leu 


Leu 


His 


Gin 


Leu 


Leu 


Lys 


Gin 


Lys 






100 










105 










110 






Gin 


Arg 


Glu 
115 


Ser 


Gly 


Glu 


Asn 





















(2) INFORMATIONS POUR LA SEQ ID NO: 758: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 442 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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( viii) POSITION DANS LE GENOME: complement (746944 .. 748269 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 7 58: 

Met Glu Glu lie Thr Thr Glu Phe Asn Thr Leu Met Thr Glu Leu Pro 
Asp Val Oln Leu Tnr Ala Val Val Gly Arg He lie Glu Val Val Oly 
Met Leu lie Lys Ala Val Val Pro Asp Val Arg Val Gly Glu Val Cys 
L eu val Lys Arg His Gly Met Glu Pro Leu Val Thr Glu Val Val Gly 
Phe Tnr Gin Asn Phe Val Phe Leu Ser Pro Leu Gly Glu Leu Thr Gly 
Val ser Pro Ser Ser oiu Val Met Ala Thr Gly Leu Pro Leu His lie 
Arg Ala Gly Glu Gly Leu Leu Gly Arg Val Leu Asn Gly Leu Gly Asn 
Pro lie Asp Thr Glu Thr Lys Gly Pro Leu Glu Asn Val Asp Ala He 
Xyr Pro 'lie Phe Lys Ala Pro Pro Asp Pro Leu His Arg Ala Lys Leu 
Arg £r lie Leu Ser Thr Gly Val Arg Cys lie Asp Gly Met Leu Thr 
Val Ala Lys Gly Gin Arg He Gly He Xaa Ala Gly Ala Gly Val Gly 
Lys ser ser Leu III Gly Met He Ala Arg Asn Ala Glu Glu Ala Asp 
lie Asn val He Ala Leu He Gly Glu Arg Gly Arg Glu Val Arg Glu 
Pne He Glu Asn Asp Leu Gly flu Glu Gly Met Lys Arg Ser He He 
val Va°i ser Thr Ser Asp III Ser Ser Gin Leu Arg Leu Asn Ala Ala 
Z val Gly Thr Ala III Ala Glu Tyr Phe Arg Asp Gin Gly Lys Thr 
Val Val Leu Met Met Asp Ser Val Thr Arg Phe Ala Arg Ala Leu Arg 
oiu Val Gly HI Ala Ala Gly Glu Pro Pro Ala Arg Ala Gly Tyr Thr 
Pro Ser Val Phe Ser Thr Leu Pro Lys Leu Leu Glu Arg Ala Gly Ala 
Ser Asp Lys Gly Thr He III Ala Phe Tyr Thr Val Leu Val Ala Gly 
1% Asp Met Asn Glu III Val Ala Asp Glu Val Lys Ser He Leu Asp 
Oly His He Val III Ser Asn Ala Leu Ala Gin Ala Tyr His Tyr Pro 
Ala lie Asp Va°i Leu Ala Ser lie Ser Arg Leu Leu Thr Ala He Val 
Pro Glu III Gin Arg Arg He He Gly Arg Ala Arg Glu Val Leu Ala 
Lys Tyr Lys Ala Asn Glu Met Leu He Arg He Gly Glu Tyr Arg Arg 
III ser Asp Arg Glu III Asp Phe Ala He Asp His He Asp Lys Leu 

A ft ^ 41U 

* s „ «. Ph. ,su tl a. ne His Oiu W . » ». «» «» 

420 42b 
Ala Ala Gin Gin Leu Arg Ala He Phe Arg 
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435 440 



(2) INFORMATIONS POUR LA SEQ ID NO : 759: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 231 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement (748274 .. 7489 66) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 759: 



lie 


Arg 


Glu 


Arg 


Val 


Gly 


Tyr 


Ser 


Met 


He 


Asp 


Pro 


Leu 


Lys 


Leu 


Phe 


1 






5 










10 










15 




Pro 


Asn 


Phe 


Asp 


Gly 


Asp 


Lys 


Glu 


Ser 


Ala 


Ala 


Val 


Asn 


Lys 


Pro 


Ser 








20 










25 










30 






Ala' 


Ser 


Pro 


Met 


Pro 


Ser 


Glu 


Leu 


Ser 


Lys 


Asn 


Val 


Ala 


Ser 


Phe 


Ser 






35 










40 










45 








Leu 


Gly 


Gly 


Gly 


Gly 


Ala 


Ala 


Leu 


Asp 


Ser 


Thr 


Val 


Ser 


Thr 


Glu 


Lys 




50 










55 










60 










Leu 


Ser 


Leu 


Met 


Ala 


Met 


Met 


Gin 


Asp 


Lys 


Asn 


Ser 


Gin 


Leu 


He 


Asp 


65 










70 










75 










80 


Pro 


Glu 


Leu 


Glu 


Glu 


Ala 


Leu 


Asn 


Ser 


Glu 


Glu 


Leu 


Gin 


Glu 


Gin 


He 










85 










90 










95 




His 


Leu 


Leu 


Lys 


Ser 


Arg 


Leu 


Trp 


Asp 


Ala 


Gin 


Thr 


Gin 


Met 


Gin 


Met 








100 










105 










110 






Gin 


Asp 


Pro 


Asp 


Lys 


Leu 


Ala 


Ser 


Glu 


His 


Val 


Asp 


Ala 


Leu 


Gly 


Val 




115 










120 










125 








He 


Val 


Asp 


Leu 


He 


Asn 


Gly Asp 


Phe 


Gin 


Ala 


He 


Ala 


Glu 


His 


Thr 




130 










135 










140 










Gin 


Gin 


Thr 


Val 


Lys 


Gin 


Gly Asn 


Gly Asp 


Glu 


Glu 


Lys 


Ser 


Val 


Thr 


145 










150 










155 










160 


Arg 


Lys 


He 


Val 


Asp 


Trp 


Val 


Ser 


Ser 


Gly Glu 


Glu 


He 


Leu 


Asn 


Arg 






165 










170 










175 




Ala 


Leu 


Leu 


Tyr 


Phe 


Ser Asp Arg Asn Gly Glu 


Arg 


Glu 


Thr 


Leu 


Ala 








180 










185 










190 






Asp 


Phe 


Leu 


Lys 


Val 


Gin 


Tyr 


Ala 


Val 


Gin 


Arg 


Ala 


Thr 


Gin 


Arg 


Ala 




195 










200 










205 








Glu 


Leu 


Phe 


Ala 


Ser 


He 


Leu 


Gly Ala 


Thr 


Val 


Ser 


Ser 


Val 


Lys 


Thr 




210 










215 










220 










He 


Met 


Thr 


Thr 


Gin 


Leu 


Gly 




















225 










230 























(2) INFORMATIONS POUR LA SEQ ID NO: 7 60: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 154 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 
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(Viii, POSITION DANS LK GENOME: cO»pl««nt ,748965 .. V4S426I 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 760, 

Asn «. « g Trp V,! «« 1. Asp — « ~ *** «*■ ° 1U f 5 P ** 

Ala « L.u Phe olu Ala ol y « Val «. II. «V C1U 

Ala Ser Ala S- Ala Leu P„. oln Ala «. oln Val - Asp Pro olu 

His mr Ala His olu L eu CIV s« ol y «. »» His - His 

olu « « W s Aia olu val L- «- «, Ala II. Val olu W »P 

Pro olu Asn Trp s.r lla !*s Ala Phe «, s.r Leu Thr «. M.t Hat 

H. val «« 00* SL Ol, s.r S.r ». ol- Val « ««, J- « «« 

Olu Ar 3 =ys £ Ol* ,.u Ala Asp oln val ». Olu s.r cys Olu Val 

115 T «, at a Lvs Ser Val Leu Asp Trp His Asp Gly 

Glu Ser Thr Arg Ala Leu Ala Lys Ser va ^ 

L eu Va? Ala Lys Ser Gly Gly Pro Leu Asn 



145 



(2) INFORMATIONS POUR LA SEQ ID NO: 7 61: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 9 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME : complement (749433 . .749702) 
(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 761: 
Thr Val Lys Glu Ar 9 Val Ser Met Ala Ser Gly Ser Cys Ser Ala Pne 
Asn Pne Asn Gin Met Leu Asp Gly Val Cys Lys ^r Val Gin Gly Val 
Oln Gin Tyr Leu Tnr Glu Leu Glu Tnr Ser Tnr Gin Gly Tnr Val Asp 
Leu Gly Sr Met Pne Asn Leu Gin Pne Ar g Met Gin He Leu ser Gin 
^ Met Glu Ser Val Ser Asn He Leu Tnr Ala Val Asn Tnr Glu Met 



iL Tnr Met Ala Arg Ala Val Lys Gly Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR : 103 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement ( 749721 .. 7 50029 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 762: 



Asn 


He 


Lys 


Leu 


Ser 


Thr 


He 


Asn 


Arg 


Gin 


Phe 


Glu 


Val 


Tyr 


Leu 


He 


1 






5 










10 










15 




Leu 


Pro 


Gly 


Arg 


Asn 


Lys 


Ser 


Met 


Phe 


Asn 


Met 


Glu 


Asn 


Ser 


Ala 


Ala 








20 










25 










30 






Lys 


Gly 


Glu 


Lys 


Ala 


Ala 


Arg 


Gin 


Leu 


Phe 


Asp 


Leu 


Glu 


Gin 


Asp 


Met 




35 










40 










45 








His 


Asp 


Val 


Ala 


Lys 


Ala 


His 


Glu 


Val 


Asn 


Ala 


Asn 


Val 


Gin 


Ser 


Lys 




50 










55 










60 










Val 


Gin 


Thr 


Leu 


Thr 


Ser 


Ser 


Leu 


Arg 


Glu 


Gly Ala 


Phe 


Lys 


Glu 


Ser 


65 










70 










75 










80 


Phe 


Glu 


Lys 


Gin 


Gin 


Thr 


Leu 


Leu 


Ala 


Gly 


He 


Cys 


Ser 


Ser 


Ser 


Lys 








85 










90 










95 




Gly Ala 


Arg 


Thr 


Tyr 


Gin 


Pro 


























100 



























(2) INFORMATIONS POUR LA SEQ ID NO : 7 63: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 7 67 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (750007 .. 7 523 07 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 763: 



Met 


Leu 


Pro 


Arg 


Pro 


Val 


Ser 


Val 


Asp 


Gly 


Thr 


Val 


He 


Thr 


Ala 


Pro 


1 








5 










10 










15 




Val 


Leu 


Leu 


Lys 


Asp 


Gly Val 


Ser 


Phe 


Val 


Met 


Gly 


Ser 


Cys 


Gin 


Val 








20 










25 










30 






Ser 


Phe 


Phe 


Lys 


Gly 


Glu 


Glu 


Val 


Glu 


Gly 


Asp 


He 


Glu 


Leu 


Ser 


Phe 






35 








40 










45 








Gin 


Thr 
50 


Glu 


Gly 


Gly 


Asn 


Glu 
55 


Gly 


GlU 


Pro 


Ala 


Ala 
60 


Gin 


Gly 


Ser 


Ser 


Ser 


Val 


Ser 


Ser 


Glu 


Gly 


Pro 


Lys 


Lys 


Glu 


Thr 


Gly 


Asn 


Pro 


Ser 


Leu 


65 










70 










75 










80 


Pro 


Ser 


Glu 


Thr 


Lys 
85 


Val 


Ser 


Gly 


Glu 


Val 
90 


Ser 


Ser 


Ser 


Ala 


He 
95 


Ala 


Lys 


Glu 


Gin 


Glu 


Leu 


Ala 


Val 


Phe 


Phe 


Leu 


Ala 


Ser 


Val 


Glu 


Lys 


Glu 






100 










105 










110 






Pro 


Gly 


Thr 


Pro 


Lys 


Glu 


Val 


Ser 


Glu 


Pro 


Lys 


Val 


Ser 


Ser 


Gin 


Glu 




115 










120 










125 








Gly 


Gin 


Thr 


Pro 


Ser 


Val 


Thr 


Gly 


Glu 


Lys 


Lys 


Asp 


Leu 


Glu 


Leu 


Pro 


130 










135 










140 










Leu 


Ala 


Ser 


Gin 


Glu 


Gin 


Pro 


Lys 


Gin 


Thr 


Thr 


Pro 


Ser 


Gly 


Ser 


Gly 



145 150 155 160 
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Glu Pro Thr Gin Ser Gin Asn Ala Ser Met Glu Glu Asn Arg Thr Ser 



Pro Asp Gin Asn Oil Gin Pro Gin Leu Ser Ser Ala Ser Glu Ser Gly 

GlU 
200 



170 



180 18b 



ser Gin Ser Pro Glu Asn Gin Glu Gin Gin Pro Ser Gin Thr Pro Pro 
Pro Ser Pro Glu Thr Pro Glu Pro Ser Gly Glu Pro Asn Ser Ala Thr 



Glu III Asn Ser Pro ser Pro Met Glu Lys Ala III Val Thr Glu Glu 

Gly Ser Ser Gly Thr Ser Glu Glu Glu Lys Glu Gly Glu Glu Asp Thr 

245 250 
Ala Glu Ser Ala Ala Asn Glu Glu Leu Lys Ala Glu Ala Ser Gin Glu 

Glu Glu Lys Lys Glu Glu Asp Lys Xaa Glu Val Leu Ala Pro Phe Asn 



Val Gin Asp Leu Phe Arg Phe Asp Gin Gly He Phe Pro Ala Glu He 



280 



Glu Asp Leu Ala Gin Lys Gin Val Ala Val Asp Leu Thr Gin Pro Ser 



295 



300 



310 



315 



Arg Phe Leu Leu I*. Vai Leu Ala Gly Ala Asn He Gly Ala Glu Phe 
His Leu Asp Ser Gly Lys Thr Tyr lie Val Gly Ser Asp Pro Gin Val 
Ala Asp He vfl Leu Ser Asp Met Ser He Ser Arg Gin His Ala Lys 

375 3 80 



lie He Til Gly Asn Asp Asn Ser Val Leu He Glu Asp Leu Gly Ser 
L ys Asn Gly Val He Val "lu Gly Arg Lys He Glu His Gin Ser Thr 



Leu ser Ala Asn Gin Val Val Ala Leu Gly Thr Thr Leu Phe Leu Leu 

Val Asp Tyr Thr ill Pro ser Asp Thr Val Met Ala Thr He Ser ser 

425 ^ 



Glu Asp Tyr fly Leu Phe Gly Arg Pro Gin Ser Pro Glu Glu He Ala 



Ala Arg Ala Ala Glu Glu Glu gIu Glu Lys Arg Lys Arg Ala Thr Leu 



440 



Pro Sr Gly Ala Phe He Leu Thr Leu Phe He Gly Gly Leu Ala Leu 



455 



460 



ill Phe Gly He Gly Thr Thr ser Leu Phe His Thr Lys Glu Val Val 

ser lie Asp Gin Til Asp Leu He His Asp He Glu His Val He Gin 

cqo 505 
Gin Phe Pro Thr Val Arg Phe Thr Phe Asn Lys Asn Asn Gly Gin Leu 



475 



Phe Leu fie Gly His Val Arg Asn ser He Asp Lys Ser Glu Leu Leu 



520 



535 



540 



Tyr lys Val Asp Ala Leu Ser Phe Val Lys Ser Val Asp Asp Asn Val 



Tie Asp Asp Glu Ala £i Trp Gin Glu Met Asn He Leu Leu Ser Lys 



550 



Asn Pro Glu Phe Lys Gly He Ser Met Gin Ser Pro Glu Pro Gly He 



570 



Phe Val He Tel Gly Tyr Leu Lys Thr Glu Glu Gin Ala Ala Cys Leu 



585 



595 . Toi1 uic: p*e Asn Tyr Leu Ser Leu Leu Asp Asn 

Ala Asp Tyr Leu Asn Leu His Pne Asn iryj. ^ 



600 



615 



Lys VaJ lie He Glu Ser Gin Val Met Lys Ala Leu Ala Gly His Leu 
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625 








63 0 










635 










c a n 


Val 


Gin 


Ser 


Gly 


Phe Ala 


Asn 


Val 


His 


Val 


Ser 


Phe 


Thr 


Asn 


Gly 


Glu 










645 








650 










655 




Ala 


Val 


Leu 


Thr 


Gly Tyr 


He 


Asn 


Asn 


Lys 


Asp 


Ala 


Asp 


Lys 


Phe 


Arg 








660 








665 










O / U 






Thr 


Val 


Val 


Gin 


Glu Leu 


Gin 


Asp 


He 


Ala 


Gly 


He 


Arg 


Ala 


Val 


Lys 






D / b 








oou 










U O J 








Asn 


Phe 


Val 


Val 


Leu Leu 


Xaa 


Ala 


GlU 


Glu 


Gly Val 


He 


Asp 


Leu 


Asn 




690 








695 










700 










Met 


Arg 


Tyr 


Pro 


Gly Arg 


Tyr 


Arg 


Val 


Thr 


Gly 


Phe 


Ser 


Lys 


Cys 


Gly 


705 








710 










715 










720 


Asp 


He 


Ser 


He 


Asn Val 


Val 


Val 


Asn 


Gly 


Arg 


He 


Leu 


Thr 


Arg 


Gly 








725 








730 










735 




Asp 


He 


Leu 


Asp 


Gly Met 


Thr 


Val 


Thr 


Ser 


He 


Gin 


Pro 


His 


Cys 


He 








740 








745 










750 






Phe 


Leu 


Glu 


Arg 


Glu Gly 


Leu 


Lys 


Tyr 


Lys 


He 


Glu 


Tyr 


Asn 


Lys 





755 760 765 



(2) INFORMATIONS POUR LA SEQ ID NO: 7 64: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 137 acides amines 

{B ) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : complement ( 7 52 503 7 52 9 13 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 7 64: 



Ala 


Arg 


Glu 


His 


Met 


Leu 


Glu 


Lys 


Leu 


He 


Lys 


Asn 


Phe 


Val 


Ala 


Tyr 


1 








5 










10 










15 




Met 


Gly 


Val 


Ala 


Ser 


Glu 


Leu 


Glu 


Phe 


Asp 


Ala 


Asp 


Gly 


Ser 


Tyr 


Val 






20 










25 










30 






Leu 


Pro 


He 


Ser 


Ser 


Leu 


Val 


Arg 


Met 


Arg 


Val 


Arg 


Gin 


Asn 


Ala 


Asp 






35 










40 










45 








Glu 


Glu 


He 


He 


He 


Ser 


Ala 


Phe 


Leu 


Gly 


Glu 


He 


Pro 


Ala 


Phe 


Met 




50 










55 










60 










Asp 


He 


Glu 


Lys 


Ala 


Tyr 


Ala 


Arg 


Met 


Met 


Glu 


Gly 


Asn 


Leu 


Phe 


Gly 


65 










70 










75 










80 


Gin 


Glu 


Thr 


Gly 


Gly 


Ala 


Ala 


Leu 


Gly 


Leu 


Asp 


Ser 


Asp 


Gly 


His 


Ala 










85 










90 










95 




Val 


Leu 


Val 


Arg 


Arg 


Val 


Pro 


Gly 


Glu 


Val 


Ser 


Gin 


Glu 


Asp 


Phe 


Ala 








100 










105 










110 






Ser 


Phe 


He 


Gly 


Gly 


Val 


Leu 


Asn 


Tyr 


Ala 


Glu 


Ala 


Trp 


Leu 


Glu 


Asp 






115 










120 










125 








Leu 


Gly 


Leu 


Ser 


Lys 


Thr 


Glu 


Gin 


Xaa 

















130 135 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 65: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 324 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement (753 616 .. 754587 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 7 65: 
Arg Val Leu Leu oly Val He oly Val Ser Tyr Arg Glu Thr Thr Leu 
Gin Gin Arg Glu Gin Val Leu His lie Leu Gin Gin Ala Gin Gly Ser 
Phe Arg Pro "u Val Phe Gin Glu Glu Arg Asp Tyr Val Leu Leu Ala 
T nr Cys lis Arg Val Glu Leu Tyr Ser Val Ala Pro Ala Glu Leu Phe 

ASP !er Leu Ala Gin Glu lie Lys Leu Leu Gly Val Ser Pro Tyr Phe 

70 7b 



Tyr Arg Asn Gin Asp cys Phe Ala His Leu Phe Cys Val Ala Gly Gly 
,eu Asp ser Leu val Leu Gly Glu Thr Glu lie Gin Gly Gin Val Lys 
Ar g Ala Tyr Leu Gin Ala Ala Arg Glu Gin Lys Leu Ser Phe Ala Leu 
His Phe III Phe Gin Lys Ala Leu Lys Glu Gly Lys Val Phe Arg Ala 
Lys Gly Gly Ala Pro ^ "la Ala He Thr lie Pro He Leu Val Asp 
III Glu Leu Arg Arg Arg Gin He Asp Lys Lys Ala Ser Leu Leu Phe 
lie Gly Tyr Ser g!u He Asn Arg Ser Val Ala Tyr His Leu Arg Arg 
Gin Gly Phe Ser cys He Thr Phe cys ser Arg Gin Gin Leu Pro Thr 



L eu Ser Met Arg Gin Val Val Arg Glu Glu Leu Cys Phe Gin Asp Pro 



215 



220 



Tyr Arg Val Val Phe Leu Gly Ser Leu Glu Leu Gin Tyr Ala Leu Pro 



225 T nu III He Trp Asp He Pro Asp Arg He Val Phe 

His Ser Leu Trp Glu ser lie up « f 25g 



A,p Ph. Ala V»l Pro Arg Ala L~ Pro i« Hi, Thr val Phe Pro His 
Arg Tyr M «t Asp M«t Asp Gin II. s« Asp Trp Leu Arg olu His Arg 
W s Glu ™ Asn s„ Ala Hi. III Asp Ser «u Arg Glu v,l Ala Tyr 
Ar g Tyr Trp Asn s.r L« a'» Gin Arg Leu Glu Arg His Asp cys val 



250 



305 



310 



Gly Ala Asn Ala 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 66: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 605 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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( i i i ) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME: 755000 .. 756814 
<xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 7 66: 

Met Arg Lys Lys Thr Ala Tyr Ser Glu Ser Ser lie lie Ser Leu Ala 

15 10 15 

Ser Leu Asp His He Arg Leu Arg Ala Gly Met Tyr He Gly Arg Leu 

20 25 30 

Gly Asp Gly Ser Gin Ala Glu Asp Gly He Tyr Thr Leu Phe Lys Glu 

35 40 45 

Val Val Asp Asn Ala He Asp Glu Phe Val Met Gly Tyr Gly His Thr 

50 55 60 

He His He Thr Gly Asp Ala His Glu Leu Ser He Arg Asp Glu Gly 
65 70 75 80 

Arg Gly He Pro Leu Gly Lys Val He Asp Cys Val Ser Lys He Asn 

85 90 95 

Thr Gly Ala Lys Tyr Thr Gin Asp Val Phe His Phe Ser Val Gly Leu 

100 105 HO 

Asn Gly Val Gly Leu Lys Ala Val Asn Ala Leu Ser Gin His Phe Ser 

115 120 125 

Val Arg Ser Val Arg Asn Lys Lys Phe Leu Lys Ala Ser Phe Ser Lys 

130 135 140 

Gly He Leu Leu His Thr Glu Gin Gly Ala Thr Gin Asp Pro Asp Gly 
145 150 155 160 

Thr Glu Val Val Phe Ser Pro Asp His Glu Leu Phe Glu Asn Phe Ser 

165 170 175 

Phe Gin Val Glu Phe Leu Lys Lys Lys He Arg Gin Tyr Thr Tyr Leu 

180 185 190 

His Pro Gly Leu Thr He He Tyr Asn Gly Glu Arg He Val Ser Thr 

195 200 205 

Arg Gly Leu Leu Asp Leu Phe Glu Glu Glu Val Gin Thr Pro Leu Leu 

210 215 220 

Tyr Ser Pro He Thr Phe Gin Tyr Ser Asp Leu Ala Phe Leu Phe Ser 
225 230 235 240 

His Thr Glu Thr Ser Ser Glu Gin Tyr Phe Ser Phe Val Asn Gly Gin 

245 250 255 

Glu Thr Thr Asp Gly Gly Thr His Leu Val Ala Phe Lys Glu Gly He 

260 265 270 

Val Lys Gly Val Asn Glu Phe Phe Gly Lys Asn Phe Ser Ser Gin Asp 

275 280 285 

He Arg Glu Gly Leu Ala Gly Cys He Ala He Lys He Ala Ser Pro 

290 295 300 

He Phe Glu Ser Gin Thr Lys Asn Lys Leu Gly Asn Thr Asn He Arg 
305 310 315 320 

Ala Glu Leu Ala Lys Arg Val Lys Glu Ala Val Leu Ser Ser Leu Lys 

325 330 335 

Lys Asn Pro Ser Ser Ala Glu Arg He Gin Glu Lys He Lys Leu Asn 

340 345 350 

Glu Lys Thr Arg Lys Asn Ala Gin Phe Leu Lys Gin Glu Leu Lys Asp 

355 360 365 

Lys Gin Lys Lys Leu His Tyr Lys He Pro Lys Leu Arg Asp Cys Lys 

370 375 380 

Phe His Leu Thr Asp Asn Ser Leu Tyr Gly Lys Asn Ser Ser He Phe 
385 390 395 400 

He Thr Glu Gly Glu Ser Ala Ser Ala Ser He Leu Ala Ser Arg Asn 
405 410 415 
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Pro « »r om «a «a P.. ~ Leu «, «y Lys Pro ..t » «1 
Ph e s« .« OXU Olu *r II. <, «■ » « J- « ~ 
Leu £ - o ly Leu « iS W « ■« « «- « «" «- 
wr f,° «n V,! II. «u T « »P »1 »P «Y "J 

IS «. » - »t "I ** - - - - ~ pl » - ss " u 

485 ^ T-, t«» rin Thr Pro Leu Phe Lys Val 

Val Ala Ser Asn His Leu Phe He Leu Glu Thr ^ 

500 _ 0 ^ u Glu Lys Leu 

Arg His Lys Asp Ala Thr Phe Tyr cys Tyr Ser Glu Glu 

515 f T „ c rln ser Ser Leu Glu He Thr 

Ser Thr He Glu His lie oly Lys Lys Glu 

53 0 , „i -no «5m: Pro Lys Glu Phe Lys Ser Phe 

Arg Phe Lys Gly Leu oly Glu He Ser Ly^ 

545 | 50 TM1 Thr Pro val Ser Leu Pro Asp Thr Glu 

He Gly Ala Asp Met Arg Leu Thr Pro 575 

rar L .u « * Leu Leu «n P,« ^ «« -V W -» *r ^ «« 

irg WS Leu Phe II. II. «» « — ^ "» ^ 

595 

(2) INFORMATIONS POUR LA SEQ ID NO: 7 67: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 502 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vii i> POSITION DANS LE GENOME: 756796.-758301 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 7 67: 

Olu Ser Cys Tyr Gin Pro Leu Ala He Asn Glu Leu Met Ser Asp Leu 
Lr Asp Leu Phe Lys Thr His Phe Thr Gin Tyr Ala Ser Tyr Val He 
Leu Glu Arg A°ia He Pro His Val Leu Asp Gly Leu Lys Pro Val Gin 
Arg Arg Leu Leu Trp Thr Leu Phe Arg Met Asp Asp Gly Lys Met His 
Lys val Ala Asn lie Ala Gly Arg Thr Met Ala Leu His Pro His Gly 
Sp Ala Pro He Val o!u Ala Leu Val Val Leu Ala Asn Lys Gly Phe 

85 , » eh* riv Asn Pro Leu Thr Gly Asp Pro 
Leu lie Glu Thr Gin Gly Asn Phe Gly Asn Pr ^ 

100 nn tip Glu Ala Arg Leu Ser Pro Leu Ala Lys 

His Ala Ala Ala Arg Tyr He Glu Ala Arg ^ 

115 7 , Mor Thr Phe His Asp Ser Tyr Asp 

Glu Val Leu Phe Asn Thr Asp Leu Met Thr Phe 

I 30 I Tla tpu Ala Ala Lys He Pro Leu Leu 

Gly Arg Glu Gin Glu Pro Asp He Leu Ala ax 
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145 

Leu Leu His Gly 

Phe Pro His Asn 
180 

Asn Asp Gin Pro 
195 

Met Asp Ala Ser 
210 

Ala Thr lie Asp 
225 

Cys Pro Ser Thr 

Ala Lys Arg Gly 
260 

Asp Leu Pro His 
275 

Asp Leu Leu Arg 
290 

Thr Ser Arg Pro 
305 

lie Ser Glu lie 

Lys Lys Glu Leu 
340 

His Lys Thr Leu 
355 

Val Arg Ser Met 
370 

lie His Asn Ala 
385 

Pro Ala Pro Asp 

Lys Lys lie Leu 
420 

Cys Leu Glu Lys 
435 

Lys Lys Tyr Thr 
450 

Gin Leu Gly His 
465 

Thr Glu Arg Val 

Asp Gin Glu Glu 
500 



150 

Val Asp Gly lie 
165 

Phe Cys Asp Leu 

Phe Ser Leu Leu 
200 

Asp Tyr Gin Asp 
215 

lie lie Asn Asp 
230 

Thr Thr Glu Thr 
245 

lie lie Lys He 

He Glu He Lys 
280 

Pro Leu Tyr Thr 
295 

Thr Ala He Tyr 
310 

Leu Arg Leu Gin 
325 

Leu He Leu Glu 

Glu Tyr Leu Phe 
360 

Leu Ser Lys Arg 
375 

Val Leu Glu Ala 
390 

Lys Gin Ala Thr 
405 

Cys Phe Asp Glu 

Lys Arg Ser Ser 
440 

Val Leu Tyr He 
455 

Arg Lys Thr Lys 
470 

Ser Ala His Lys 
485 

Asn Phe 
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Ala Val Gly Met 
170 

Leu Glu Ala Gin 
185 

Pro Asp Phe Pro 

Gly Leu Gly Ser 
220 

Lys Thr Leu Leu 
235 

Leu He Arg Ser 
250 

Asp Ser He Gin 
265 

Leu Pro Lys Gly 

His Thr Glu Cys 
300 

Gin Gly Lys Pro 
315 

Thr Glu Thr Leu 
330 

Asp Ser Leu Ser 
345 

He Lys His Lys 

Lys Thr Ser Pro 
380 

Leu Thr Pro Phe 
395 

Ala Gin Leu Ala 
410 

Asn Ser Tyr Glu 
425 

Val Gin Lys Asp 

Lys Lys Leu Leu 
460 

He Ala Lys Phe 
475 

Lys Ala Lys Glu 
490 
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Thr Thr Lys He 
175 

He Ala He Leu 
190 

Ser Gly Gly Thr 
205 

He Val Leu Arg 

He Lys Glu He 
240 

He Glu Asn Ala 
255 

Asp Phe Ser Thr 
270 

He His Ala Lys 
285 

Gin Val He Leu 

Trp Glu Thr Thr 
320 

Gin Asn Tyr Leu 
335 

Arg Glu Leu Tyr 
350 

Leu Tyr Asp Thr 
365 

Ser Ser Ser Ala 

Leu Asp Thr Leu 
400 

Ala Leu Thr He 
415 

Lys Glu Leu Ala 
430 

Leu Ser Gin Leu 
445 

Glu Thr Tyr Arg 

Asp Asp Leu Pro 
480 

Pro Ala Ala Leu 
495 



(2) INFORMATIONS POUR LA SEQ ID NO: 768: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 82 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (758446 75869 1 ) 
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(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 7 68: 
Asp Leu Leu Arg Met Lys olu Phe Leu Ala Tyr He Val Lys Asn Leu 
iax Asp Lys Pro Olu olu Val His Leu Lys Olu Val ola Oly Thr Asn 
Tnr He lie £r Olu Leu Thr Val Ala Lys Oly Asp lie Oly I*. Xle 
Xle Oly Lys Olu oly Arg Thr He Lys Ala He Arg Thr Leu Leu Val 
ser val Ala Ser Arg Asp Asn Val Lys Val Ser Leu Olu He Met Olu 

*"7 A ' D 



65 

Glu Arg 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 69 : 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 146 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement (759338 .. 759775 ) 
(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 769: 

lie Pro Ala Pro Tnr Ala Val P*e Ser *he Val He Asp Glu Gin Leu 
Thr Gly Arg Leu Asp Lys Gly Leu Val Ser Tyr Asn oly Ala Tyr Ser 

x, i° rin Gin He Glu Leu Gly Arg Val Arg Val Asn 

Arg Ala Phe Tyr Gin Gin Gin ixe jr ^ 

oly M, vL Tyr Thr Mg v,l ser Hi, Pro Leu s.r Leu Gly MP val 
Val Glu v,l Glu Leu XI. Glu Glu Glu Glu Pro ser s.r Leu He Pro 
Glu *.p XI. Pro Leu I"p Ly. V.l Tyr Glu „p «p Met He Leu « 
He A.„ Ly. Pro £, « »t V.l V.l Hi. Pro M. Pro Gly Hi. T 
Gin Gly Thr val V,l Hi. Al. Leu -u Hi. Giu He Oly Glu «, Leu 
Ly . Gin Glu Leu Pro Arg Gly »H «et Ala Pro Arg A.p cys Thr S.r 



130 
Leu Arg 
145 



(2) INFORMATIONS POUR LA SEQ ID NO : 770 : 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 124 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement (759871 760242 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 770: 



Arg 


Asn 


Gly 


Ser 


Ser 


Thr 


Thr 


Arg 


Phe 


Lys 


GlU 


Asn 


Ala 


Phe 


Gly 


He 


1 








5 










10 










15 




Gin 


Arg 


Leu 


Met 


Glu 


He 


Arg 


Tyr 


Phe 


Leu 


Ala 


Arg 


Pro 


Leu 


Leu 


Glu 






20 










25 










30 






GlU 


Glu 


Val 


Cys 


Arg 


Leu 


Ala 


Asn 


Asn 


Arg 


Lys 


Asn 


Phe 


Leu 


Phe 


Asp 






35 










40 










45 








Ala 


Glu 


Lys 


Tyr 


Leu 


He 


Pro 


He 


Cys 


Tyr 


Lys 


Gin 


Thr 


He 


Tyr 


Leu 




50 










55 










60 










Ala 


Lys 


Pro 


Leu 


Ser 


Arg 


Phe 


Pro 


Met 


Thr 


Gin 


Glu 


Val 


Trp 


Glu 


Leu 


65 








70 










75 










80 


His 


Val 


Gin 


His 


Val 


He 


Ser 


Leu 


Leu 


Lys 


Gin 


Gin 


Phe 


Gly 


He 


Leu 










85 










90 










95 




Thr 


Asp 


His 


Ala 


Pro 


He 


Leu 


Leu 


Ala 


Cys 


Glu 


Ala 


Arg 


Gin 


Val 


Val 






100 










105 










110 






Leu 


Leu 


Glu 


Ser 


Leu 


Asp 


Ser 


Phe 


Val 


Asn 


He 


Ser 











115 120 



(2) INFORMATIONS POUR LA SEQ ID NO : 771: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 117 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement < 7 60188 .. 7 6053 8 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 771: 



Lys 


He 


Leu 


Leu 


Thr 


Gin 


Val 


Lys 


Tyr 


Arg 


Lys 


He 


Phe 


Val 


Leu 


Gly 


1 








5 










10 










15 




Glu 


Ser 


Leu 


Val 
20 


Met 


Asp 


Thr 


Gin 


Phe 
25 


He 


Ala 


Ser 


Arg 


Ser 
30 


Val 


Arg 


Asn 


Gin 


Gly 
35 


Val 


Thr 


Ser 


Val 


Ser 
40 


Gly 


Gin 


Val 


Lys 


Glu 
45 


Glu 


Leu 


Met 


Ser 


Pro 
50 


Ser 


Asn 


Met 


Thr 


Phe 
55 


Glu 


Gly 


Pro 


Val 


Arg 
60 


Ser 


Leu 


Asp 


Gin 


Leu 


Arg 


Gin 


Ala 


Leu 


He 


Ala 


Lys 


Met 


Gly 


Glu 


Gin 


Lys 


Gly 


Gin 


Glu 


65 








70 










75 










80 


Met 


Tyr 


Asp 


Arg 


Phe 


He 


Gin 


Ser 


Leu 


Leu 


He 


Ser 


Thr 


Phe 


Thr 


Thr 








85 










90 










95 




Val 


His 


Lys 


Glu 


Met 


As P 


Arg 


Ala 


Gin 


Arg 


Ala 


Ser 


Lys 


Lys 


Met 


Arg 






100 










105 










110 






Ser 


Val 


Tyr 
115 


Arg 


Asp 

























(2) INFORMATIONS POUR LA SEQ ID NO: 772: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 69 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 7 609 66 .. 7 61772 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 772: 

Met Phe Pro Glu Asn Lys Met Leu Leu lie Ala Gly Pro Cys Val He 

Glu Asp Asn Ser Val Phe Glu Thr Ala Arg Arg Leu Lys Glu He Val 

Ala Pro Tyr fla Ser Ser Val His Trp He Pne Lys Ser Ser Tyr Asp 

L ys Ala Asn Arg Ser Ser Val "i. Asn Tyr Arg Gly Pro Gly Leu Arg 

L eu fly Leu Gin Thr Leu Ala Lys He Lys Glu Glu Leu Asp Val Glu 

lie Leu Thr Asp Val lis Ser Pro Asp Glu Ala Arg Glu Ala Ala Lys 

Val Cys Asp lie fie Gin Val Pro Ala Phe Leu Cys Arg Gin Thr Asp 

L eu Leu Val Thr Ala Gly Glu Thr Gin Ala He Val Asn He Lys Lys 

Gly Gin Pne Leu Ser Pro Trp Glu Met Gin Gly Pro lie Asp Lys Val 

L eu III Thr Gly Asn Asn Lys He He Leu Thr Glu Arg Gly Cys Ser 

P^e Gly Tyr Asn Asn Leu Val Ser Asp Met Arg Ser He Glu Val Leu 

Arg Arg Phe Gly Phe Pro Val Val Phe Asp Gly Thr His ser Val Gin 

Leu Pro Gly HI Leu His Ser Gin Ser Gly Gly Gin Thr Glu Phe He 

Pro Val Leu Thr Arg Ser Ala He Ala Ala Gly Val Gin Gly Leu Phe 

Xle gIu Thr His Pro Asn Pro Ser Ser Ala Leu Ser Asp Ala Ala Ser 

225 T 5«H t«i Glu Ara Leu Leu Pro Ala Trp Val Gin 

Thr Leu Ser Leu Lys Asp Leu Glu Arg beu u ^ 

Leu Phe Thr Tyr He Gin Glu Met Asp Ala Val Ser Val 
260 265 



(2) INFORMATIONS POUR LA SEQ ID NO: 773: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 128 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 761759 . .762142 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 773: 



Met 


Leu 


Phe 


Leu 


Tyr 


Asp 


Xaa 


Xaa 


Leu 


Phe 


His 


Gly 


He 


Trp 


Cys 


Val 


1 








5 










10 










15 




Val 


Val 


Leu 


He 


Leu 


Cys 


Ala 


Cys 


Val 


Thr 


Ala 


Leu 


Ala 


Val 


Val 


Lys 








20 










25 










30 






Met 


Gly 


Asp 


Phe 


Thr 


Asn 


Pro 


Thr 


Leu 


Val 


His 


Gin 


Asp 


Ser 


Val 


Thr 




35 










40 










45 








Pro 


Ala 


Pro 


Pro 


Phe 


Leu 


Lys 


He 


Lys 


Lys 


Leu 


Gly Val 


Arg 


Lys 


Arg 




50 










55 










60 










He 


He 


Ser 


Pro 


Glu 


Lys 


Gin 


Leu 


Phe 


Tyr 


Cys 


Thr 


He 


Asp 


Lys 


Ser 


65 










70 










75 










80 


Cys 


Met 


Glu 


Leu 


His 


Phe 


Ser 


Asn 


Thr 


Ser 


Leu 


His 


Cys 


Arg 


Glu 


Leu 








85 










90 










95 




Leu 


Ser 


His 


Leu 


Thr 


Gly 


Cys 


Leu 


Gin 


Thr 


Glu 


Xaa 


Ala 


Asp 


Pro 


Leu 








100 










105 










110 






Cys 


Phe 


Leu 


Glu 


Val 


Leu 


Glu 


Asp 


Phe 


Leu 


He 


Thr 


Lys 


He 


He 


Leu 




115 










120 










125 









(2) INFORMATIONS POUR LA SEQ ID NO: 774: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 23 9 acides amines 

(B) TYPE: acide amine. 

(D) CONFIGURATION : lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 7 62267.-762983 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 774: 



Met 


Ser 


Val 


Leu 


Ser 


Val 


Cys 


Asn 


Leu 


He 


Lys 


Lys 


Tyr 


Asn 


Lys 


Lys 


1 








5 










10 










15 




Pro 


Val 


Thr 


Asn 


Asp 


Val 


Ser 


Phe 


Gin 


Val 


Asn 


Ala 


Gly Glu 


He 


Val 








20 










25 










30 






Gly 


Leu 


Leu 


Gly 


Pro 


Asn 


Gly 


Ala 


Gly 


Lys 


Thr 


Thr 


Ala 


Phe 


Tyr 


Gin 




35 










40 










45 








Thr 


Val 


Gly 


Leu 


He 


Arg 


Pro 


Asp 


Ser 


Gly 


Lys 


He 


Leu 


Phe 


Lys 


Asn 




50 










55 










60 










Thr 


Asp 


He 


Thr 


Lys 


Lys 


Pro 


Met 


Asp 


Tyr 


Arg 


Ala 


Arg 


Leu 


Gly 


He 


65 








70 










75 










80 


Gly 


Tyr 


Leu 


Ala 


Gin 


Glu 


Pro 


Thr 


He 


Phe 


Lys 


Glu 


Leu 


Thr 


Val 


Lys 






85 










90 










95 




Glu 


Asn 


Leu 


He 


Cys 


Val 


Leu 


Glu 


He 


He 


Tyr 


Lys 


Thr 


Arg 


Lys 


Glu 








100 










105 










110 






Gin 


Thr 


His 


Leu 


Leu 


Asn 


Ala 


Leu 


He 


Asp 


Asp 


Leu 


Gin 


Leu 


Thr 


Thr 






115 










120 










125 








Ser 


Leu 


His 


Lys 


Lys 


Ala 


Gly 


Ser 


Leu 


Ser 


Gly 


Gly 


Glu 


Arg 


Arg 


Arg 




130 










135 










140 










Leu 


Glu 


He 


Ala 


Cys 


Val 


Leu 


Ala 


Leu 


Asn 


Pro 


Ser 


Val 


Leu 


Leu 


Leu 


145 








150 










155 










160 


Asp 


Glu 


Pro 


Phe 


Ala 


Asn 


Val 


Asp 


Pro 


Leu 


Val 


He 


Gin 


Asn 


Val 


Lys 








165 










170 










175 




Tyr 


Leu 


He 


Lys 


He 


Leu 


Ala 


Ser 


Arg 


Gly 


He 


Gly 


He 


Leu 


He 


Thr 






180 










185 










190 
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ASP His Asn Ala Lys Glu Leu Leu Ser He Ala Asp Arg Cys Tyr Leu 
Xle lie Asp Gly Lys He Phe III Glu Gly ser Ser Ala Gin Met He 
Ala Asn Pro Met Val Arg III His Tyr Leu Gly Asp Ser Phe Ser 



225 



(2) INFORMATIONS POUR LA SEQ ID NO: 775: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 377 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (7 63335 .. 764465 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 775: 
lie Gly Gly Thr Phe Pro Arg Thr Pro Leu He Phe Glu Glu lie Ala 
Lu Leu Ser Glu Glu Gin Asn Gin Val Leu Lys Tnr Val Leu Asn Ser 
cys Pne Ser Leu Val Cys Gly Gly Pro Gly Tnr Gly Lys Thr Phe Leu 
Ala Val Gin Met He Xaa Leu fie Leu Ala Gin lie Pro Ser Ala Gin 
Xle Met Val Ala Ser Pro Thr Gly Lys Ala Ser Ala His Leu His Ser 

Val Leu Thr Ser Gin Gly He Val Gly Asp Ser Val Glu Val Val Thr 

85 

lie His Lys Phe Leu Lys Asp Met Arg Arg Gly Arg Ser Pro Val Asp 
L eu Leu Leu Tl Asp Glu Gly Ser Met Val Thr Met Asn Leu Leu His 
Cly Leu III Lys Thr He Arg "ly Glu ser Arg Gly Glu Thr He Tyr 
Ala Asp Arg Met Val He Phe Gly Asp Ala Asn Gin Leu Ser Pro lie 
He Gly Val Gly Asn Pro Phe His Glu Val Val Ser Glu Phe Ser 
Lys Gin Ala Cys £ Leu Ser Thr Ser His Arg Ala Lys His Lys Glu 
L eu Gin Glu III Ala Ser Ala Val Leu Arg Lys Glu Leu He Pro Phe 
Oln Pro Leu Pro Ser Arg Gin Glu Ala He Arg Arg Leu Ser Phe Ala 
Phe Thr Gin Ala Ala Lys III Gly Val Ser Leu cys Ala Leu Thr Pro 
Met Arg Gin Gly Leu Oly Phe Leu Gin Leu Asn Arg Leu Leu Phe 
Asn Glu Met Gin III Lys His Pro Arg Ala Pro He Pro lie lie Val 
Thr Glu Arg Tyr Glu Thr Trp Gly Leu Thr Asn Gly Asp Thr Gly Val 
Leu Asp III Val Thr Glu Gin Leu Arg Phe Met Asn Gly Glu He Leu 
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290 










295 








300 










His 


Gin 


Ala 


Asp 


Phe 


Pro 


Tyr Tyr 


Ser 


Tyr 


Asn 


Tyr 


val 


Met 


Ser 


Val 


305 










310 








315 










320 


His 


Lys 


Ser 


Gin 


Gly 


Ser 


Glu Tyr 


Asp 


Arg 


Val 


He 


Val 


He 


Leu 


Pro 








325 








330 










335 




Lys 


Gly 


Ser 


Glu 


Val 


Phe 


Asp Ser 


Ala 


He 


Leu 


Tyr 


Thr 


Ala 


He 


Thr 




340 








345 










350 






Arg 


Thr 


Lys 


Gin 


His 


Val 


Glu He 


Trp 


Ala 


Asp 


Arg 


Glu 


Ala 


Leu 


Glu 




355 








360 










365 








Ala 


He 
370 


He 


Leu 


Lys 


Arg 


Gly Arg 
375 


Tyr 

















(2) INFORMATIONS POUR LA SEQ ID NO: 77 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 14 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME: complement (7 6443 8 7 64857 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 77 6: 



He 


His 


Ser 


Thr 


Thr 


Ala 


Lys 


Arg 


Lys 


He 


Phe 


Pro 


Val 


Asn 


Val 


Asn 


1 








5 










10 










15 




Gin 


His 


Val 


Gin 


Asp 


He 


Val 


Pro 


Ser 


Leu 


Leu 


Ala 


Gin 


His 


He 


Leu 








20 










25 










30 






Leu 


Pro 


Phe 


Asp 


He 


Ala 


Phe 


Ala 


Gin 


Lys 


His 


Leu 


Ser 


Gin 


Glu 


Glu 






35 










40 










45 








Phe 


Ser 


Gin 


Glu 


Ala 


Glu 


Ala 


Phe 


Leu 


Ala 


Thr 


Ala 


Ser 


Ala 


Leu 


Leu 




50 










55 










60 










Arg 


Cys 


Gly 


Tyr 


Pro 


Tyr 


Phe 


Ser 


He 


Cys 


Asp 


Glu 


Thr 


He 


His 


Pro 


65 








70 










75 










80 


Thr 


Leu 


Pro 


Gly 


He 


Ser 


Asn 


Lys 


Gin 


Leu 


Phe 


Gin 


Trp 


Phe 


Gin 


Leu 










85 










90 










95 




Leu 


Ser 


Ser 


Arg 


He 


Lys 


Glu 


Glu 


Leu 


Phe 


Glu 


Val 


Val 


Asn 


His 


Lys 








100 










105 










110 






He 


Tyr 


Leu 


Arg 


Ser 


Leu 


Phe 


Leu 


Leu 


Arg 


Glu 


Lys 


Val 


Phe 


His 


Lys 




115 










120 










125 








Leu 


His 


Arg 


Leu 


Ala 


Gly Arg 


Phe 


His 


Val 


His 


Leu 












130 










135 










140 











(2) INFORMATIONS POUR LA SEQ ID NO: 777: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 416 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (764821 766068) 
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(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 777: 
Lys Leu lie Gly Ala Arg Arg Tyr Ala Glu cly Arg He Val lie Asn 
Ser He Phe Asn Lys He Phe Ser Arg Olu Tyr Ala Trp Ser Val Asp 
Met Tyr Asn Arg Leu Val Leu Met Leu Gly Gin Ser Tyr Leu Leu Glu 
L eu Gin Glu Gly Val Arg Ser Asp Leu Leu Pro Glu Tyr Tyr Glu Thr 
He Leu Phe Tyr Gin Lys Gin Met Lys Gly Phe Asp Ala Gly Ala Tyr 
Ss Thr Phe Phe Pro llu Ser Met Leu Val Pro Thr He Met Gin His 
II. Phe Val lie Pro Glu Thr Gin Leu Pro Leu Phe Met Asp Ala Leu 
L eu Met Trp gJu Asn Ser Tyr Val His Pro Asp Tyr Ser Leu Val Leu 
Glu Arg Met Lys Pro Ala Val Leu Gin Asp Gly lie His Thr Gin Lys 
H. Cys Gin Ala lie Ala Asp Ser Lys He Lys Lys Leu Lys Glu Lys 
III lie Glu Leu Phe III Asp Glu Leu Val Phe Cys Val Ser Gin Gly 
A sn Thr val Cys Ala Asp Gin Tyr Leu Ala Leu Leu Lys Thr Leu Asp 
Pro Arg Ser III Trp Gly His Lys Leu Leu Leu Ser Glu Lys Glu He 
Val Asn Met Val Cys Glu Asp Asp Ala Gin Tyr Ser Arg Leu Lys Asp 
Tyr S Leu Leu Trp Glu III Gin Asp He Ala Asp Val Asp Arg Gin 
III L eu Val His ^r Leu Phe Phe Ser Ala Lys His Leu Trp Arg Gly 
Oly oln Olu Olu Ala cys Leu «, L.u L.u Lys olu «• -J I* 
s.r oin Asn Olu Lys Ala cys Leu Asn Ar S Thr L.u « L.u Val Lys 
„p Ph. £r Thr Gin JO. L.u La Mot «, Asn «. Thr Hi. L.u Val 
T rp l'l. Olu M» Ph. L.u Asp Glu val oly L.U Pro Lys Thr L.u Ala 
3 sfr Asp Ala OXU II. "la Asn cys L.u «. Asp Ala Oln Tyr L.u Ph. 
Ser Lys Gly ASP £ Ar 3 L.u cys 11. Val Tyr s.r Ser Trp Leu A!a 
A„ v.! Ala Pro S.r Thr olu Ala L.u Gin L.u oly L.u s.r L.u 
val Olu "in Lys olu Tyr Thr olu M. L.u olu Val Ph. oln Ly. Leu 
Pro lIu Oly Olu Asp Ala "rP Asn S.r oln Val His Lys Al. S.r L.u 

2u cys Tyr Lys Tyr I" Ala A„ oln oln Ly, Olu Lys S.r Ph. Pro 

405 41U 



(2) INFORMATIONS POUR LA SEQ ID NO: 778: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 137 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement (7 660 65 .. 7 6647 5 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 778: 



Met 


Glu 


Gin 


Glu 


Gin 


Met 


Tyr 


Leu 


Leu 


Cys 


Cys 


Gin 


Gly 


Phe 


Ser 


Leu 


1 








5 










10 










15 




Gin 


lie 


Gin 


Arg 


Lys 


Phe 


Gin 


Glu 


Ser 


Lys 


Glu 


He 


Phe 


Ser 


Arg 


He 








20 










25 










30 






Asp 


Lys 


Arg 


Lys 


Thr 


Ser 


Ala 


Pro 


Phe 


Val 


Leu 


Gin 


Arg 


Glu 


Leu 


Leu 






35 










40 










45 








GlU 


Gly 


Arg 


He 


Leu 


Asn 


Ala 


Tyr 


Phe 


Leu 


Asn 


Asn 


Leu 


Ser 


Leu 


Met 




50 










55 










60 










Ala 


Glu 


Cys 


He 


Ala 


Glu 


Leu 


Glu 


Arg 


Val 


Ser 


Gly 


Ser 


Glu 


Ala 


His 


65 








70 










75 










80 


Leu 


Leu 


Phe 


Phe 


Lys 


Ala 


Leu 


His 


Ala 


His 


Arg 


Thr 


Lys 


Gin 


Tyr 


Asn 










85 










90 










95 




Leu 


Ala 


Val 


Asp 


Val 


Leu 


Ser 


Arg 


Trp 


Phe 


Gly 


His 


Val 


Asp 


Gin 


Thr 








100 










105 










110 






L Y S 


Pro 


Leu 


Cys 


Leu 


Asp 


Thr 


Asn 


Val 


Tyr 


Glu 


Leu 


Phe 


Ser 


Pro 


Tyr 






115 










120 










125 








Val 


Leu 


Glu 


Glu 


He 


Ala 


Ala 


Glu 


Ser 

















130 135 



(2) INFORMATIONS POUR LA SEQ ID NO: 779: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 52 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (766934 767989 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 779: 



Met 


Ser 


Val 


Pro 


Asp 


Arg 


Lys 


Arg 


Ala 


Leu 


Glu 


Ala 


Ala 


He 


Ala 


Tyr 


1 








5 










10 










15 




He 


Glu 


Lys 


Gin 


Phe 


Gly 


Ala 


Gly 


Ser 


He 


Met 


Ser 


Leu 


Gly 


Lys 


His 






20 










25 










30 






Ser 


Ser 


Ala 


His 


Glu 


He 


Ser 


Thr 


He 


Lys 


Thr 


Gly 


Ala 


Leu 


Ser 


Leu 






35 










40 










45 








Asp 


Leu 


Ala 


Leu 


Gly 


He 


Gly 


Gly 


Val 


Pro 


Lys 


Gly 


Arg 


He 


Val 


Glu 


50 










55 










60 










He 


Phe 


Gly 


Pro 


Glu 


Ser 


Ser 


Gly 


Lys 


Thr 


Thr 


Leu 


Ala 


Thr 


His 


He 


65 








70 










75 










80 


Val 


Ala 


Asn 


Ala 


Gin 


Lys 


Met 


Gly 


Gly 


Val 


Ala 


Ala 


Tyr 


He 


Asp 


Ala 










85 










90 










95 




Glu 


His 


Ala 


Leu 


Asp 


Pro 


Asn 


Tyr 


Ala 


Ala 


Leu 


He 


Gly Ala 


Asn 


He 








100 










105 










110 
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Asn Asp Leu Met He Ser Gin Pro Asp Cys Gly Olu Asp Ala Leu Ser 

He Ala III Leu Leu Ala Arg Ser Gly Ala Val Asp Val He Val He 

ASP III Val Ala Ala Leu Val Pro Lys Ser Olu Leu Glu Gly Glu lie 

Gly Asp Val His Val Gly Leu Gin Ala Arg Met Met Ser Gin Ala Leu 

Arg Lys Leu Thr "la Thr Leu Ala Arg Thr Asn Thr Cys Ala He Phe 

Xle Asn Gin He Arg Glu Lys lie Gly Val Ser Phe Gly Asn Pro Glu 

Thr Thr Thr Gly Gly Arg Ala Leu Lys Phe Tyr Ser Ser He Arg He 

Asp fie Arg Arg He Gly Ser Xle Lys Gly Gly Glu Asn Phe Asp He 

Gly Asn Arg He Lys Val Lys Val Ala Lys Asn Lys Leu Ala Pro Pro 

Phe Arg Thr Ala III Phe Asp He Leu Phe Asn Glu Gly He Ser Ser 

Ala Gly Cys He He Asp Leu Ala Val Glu Lys Asn Xle He Asp Lys 

L ys Gly fer Tr P Phe Asn oyr Gin Asp Arg Lys Leu Gly Gin Gly Arg 

Glu Ala Val Arg Glu Glu III Lys Arg Asn Lys Glu Leu Phe His Glu 

III Glu Arg Arg Xle £r Glu Ser Val Gin Ala Ser Gin Ala Pro Ala 

Ala Ala Cys Val As P Ser Glu Ser Arg Glu Val Ala Glu Ala Ala Lys 
340 34b 



(2) INFORMATIONS POUR LA SEQ ID NO: 780: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 178 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION : lineaire 

(iii) HYPOTHETIQUE : oui 

( viii) POSITION DANS LE GENOME: complement (768252 . .768785) 
( Xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 7 80: 
Met Lys Asn He Val Glu Gin Lys Arg Cys Leu Arg Arg Glu Gly Leu 
Ala Lys Arg Glu Gin Leu ser Val Gin Arg Arg Asp Glu Ala Ala Arg 
Olu Leu Met His Phe Val Met Gin Thr He Xaa Gin Gly Phe Val Leu 
ser Tyr lie Pro Phe Arg Ser Glu Leu Asp Val Arg Gly He Asn Ala 
Trp Leu Ala Gin Glu Asn Arg Leu Leu Leu Pro Lys Met Gin Gly Met 
Asp He Val Pro He Ala Leu Pro Phe Thr Met He Glu Ser Leu Tyr 
ser Pro Lys Asp Leu Asn Gin He Glu Gly Glu Glu He Glu Ala Gin 
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100 










105 










110 






Gin 


lie 


Ala 


Ala 


Ala 


Leu 


He 


Pro 


Ala 


He 


Val 


Phe 


Asp 


Gin 


Asn 


Lys 






115 










12 0 










125 








Phe 


Arg 


Leu 


Gly 


Tyr 


Gly 


Gly 


Gly 


Tyr 


Tyr 


Asp 


Arg 


Phe 


Leu 


Ser 


Lys 




130 










135 










140 










Tyr 


Pro 


Tyr 


He 


Trp 


Thr 


He 


Gly 


Val 


Gly 


Phe 


Lys 


Glu 


Gin 


Leu 


Leu 


145 










150 










155 










160 


Ala 


Tyr 


Leu 


Pro 


Arg 


Glu 


Glu 


His 


Asp 


Val 


Pro 


Leu 


Asp 


Gin 


Leu 


Tyr 



165 170 175 



Leu Thr 



(2) INFORMATIONS POUR LA SEQ ID NO : 781: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 424 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement (7 687 9 1 .. 77 0062 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 781: 

Met Cys Val Ser Arg Ser Leu Arg Trp Cys Leu Cys Phe Leu Leu Leu 

15 10 15 

Cys Gly Trp Val Asp Ala Gly Val Tyr Asp Lys Leu Arg Leu Thr Gly 

20 25 30 

He Asn He He Asp Arg Asn Gly Leu Ser Glu Thr He Cys Ser Lys 

35 40 45 

Glu Lys Leu Gin Lys Tyr Thr Lys He Asp Phe Leu Ser Pro Gin Pro 

50 55 60 

Tyr Gin Lys Val Met Arg Thr Tyr Lys Asn Ala Ala Gly Glu Ser Val 
65 70 75 80 

Ala Cys Leu Thr Thr Tyr Tyr Pro Asn Gly Gin He Arg Gin Tyr Leu 

85 90 95 

Glu Cys Leu Asn Asn Arg Ala Phe Gly Arg Tyr Arg Glu Trp His Ser 

100 105 110 

Asn Gly Lys He His He Gin Ala Glu Val He Gly Gly He Ala Asp 

115 120 125 

Leu His Pro Ser Ala Glu Ala Gly Trp Leu Phe Asp Gly Thr Thr Tyr 

130 135 140 

Ala His Asp Ser Glu Gly Arg Leu Glu Ala Val He His Tyr Glu Lys 
145 150 155 160 

Gly Leu Leu Glu Gly He Ser Leu Tyr Tyr His Ala Asn Gly Asn Val 

165 170 175 

Trp Lys Glu Cys Pro Tyr His Lys Gly Val Ala His Gly Asp Phe Leu 

180 185 190 

Val Phe Thr Glu Glu Gly Ser Leu Leu Lys Lys Gin Thr Phe Cys Lys 

195 200 205 

Gly Gin Leu Ser Gly Cys Ala Leu Arg Tyr Glu Pro Gly Ser Gin Ser 

210 215 220 

Leu Leu Ser Glu Glu Glu Tyr Lys Gin Gly Lys Leu Arg Ser Gly Lys 
225 230 235 240 

Tyr Tyr Asp Pro Leu Thr Lys Glu Glu He Ala Cys Val Val Asn Gly 
245 250 255 
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Ly , OJy Ly s oln v.1 IX. Tyr Cly TVr Ma II. I» ™ « 
Ol. He V,! H 6 i" «» Val Pro His «Y «u v.1 «-> « «- »P «» 
„ ls ol¥ £ «r L« oj» »a Tyr s.r jx. - «, «» ,ys 

Glu G 9 ly olu ol» Va! P« P»e «r «. «Y «g ^ My " 9 ^ 

305 e rw He Leu Gin Gly Ala Val Lys Thr Trp 

Leu Leu Thr Trp Ser Gin Gly He Leu ^ x ^ 

W Pro Asn =ly S wu Qlu s«r s.r L.ys olu «u val cl„ «. Lys 

Ly s Thr Gly J" ,.u «« « ^ «• «* «g ^ 
^ «, S TVr v.1 A.p «p »a L« .U.W »JJJ «» ^ »" 

370 m »i a tvc; val Glu Lys Gly ser Gly Thr 

Pro Asn Asp Arg Tyr Pro Tyr Ala Lys Val Glu Ly y ^ 

385 v. «. co. Ill Thr Gly Gly Leu Leu Lys Lys Val Leu Tyr 

Ala Val Phe Phe Ser Ala Thr t.j.y 415 

405 410 

Glu Asp Gly Lys Pro Val He His 



420 



(2) INFORMATIONS POUR LA SEQ ID NO: 782: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 111 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 770138 .. 770470 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 7 82: 

Mot- nv He Trp Val Tyr Leu Gly Ser Asn Asn His 
Glu Arg Lys Thr Met Gly ne irp vet ^ lg 

1 5 c . r Tle Trr> ser Ser Phe Trp Lys 

Asn Asn Thr Gly Met Ser Ser Ser Ser He Trp ^ 

Olu Asn Asn Val Leu Phe Ser Pro Lys Val Cys Ser Cys His Asp Lys 

Arg Leu Ser Ser Lys Lys Ala Phe Arg Ser Leu Thr Ala Arg Leu Leu 

Thr Thr Gin Ala Val Ala Gly ser Leu Ala Arg Ala Ser Arg Ser Leu 

IL Lys Lys Thr Arg Phe Ser Pro Trp Ala He Gin Leu Gly Lys Leu 

o Si, Ala Phe Ser Arg Ala Phe Leu He Ala Thr 
Ala Cys Leu Cys Ala Ala Phe ber Ary ^ Q 

100 1U5 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 159 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME : complement ( 770185 77 06 61 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 783: 



Cys 


Thr 


Asn 


Arg 


Ser 


Ala 


Arg 


Glu 


Gly 


lie 




Arg 


Arg 


Leu 


Gly Val 


1 








5 










1U 










15 




Trp 


Val 


Leu 


Leu 


Leu 


Leu 


Ala 


Ser 


Gly 


Ala 


Ala 


Ser 


Leu 


Pro 


Ala 


He 






20 










25 










30 






Gly Ala 


Trp 


Cys 


Trp 


Arg 


Gin 


Arg 


Thr 


Ala 


Glu 


Ala 


Trp 


Glu 


Asn 


Leu 






35 










40 










45 








Leu 


He 


Asp 


Met 


Arg 


Asp 


Phe 


Gin 


Ser 


Lys 


Arg 


Glu 


Arg 


Ser 


Ser 


Gin 




50 










55 










60 










Val 


Ala 


He 


Lys 


Asn 


Ala 


Arg 


Leu 


Lys 


Ala 


Ala 


His 


Lys 


Gin 


Ala 


Ser 


65 










70 










75 










80 


Phe 


Pro 


Asn 


Trp 


He 


Ala 


Gin 


Gly 


Glu 


Asn 


Leu 


Val 


Phe 


Leu 


Asn 


Lys 










85 










90 










95 




Glu 


Arg 


Asp 


Ala 


Leu 


Ala 


Lys 


Leu 


Pro 


Ala 


Thr 


Ala 


Trp 


Val 


Val 


Arg 






100 










105 










110 






Ser 


Arg 


Ala 


Val 


Lys 


Asp 


Arg 


Lys 


Ala 


Phe 


Leu 


Glu 


Asp 


Asn 


Arg 


Leu 






115 










120 










125 








Ser 


Trp 


Gin 


Glu 


Gin 


Thr 


Leu 


Gly 


Glu 


Lys 


Ser 


Thr 


Leu 


Phe 


Ser 


Phe 




130 










135 










140 










Gin 


Lys 


Glu 


Leu 


Gin 


He 


Asp 


Asp 


GlU 


Asp 


He 


Pro 


Val 


Leu 


Leu 




145 








150 










155 













(2) INFORMATIONS POUR LA SEQ ID NO: 784: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 97 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : complement (77 063 4 .. 77 0924 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 784: 



He 


Pro 


Pro 


Thr 


Val 


Pro 


Thr 


Asn 


Gin 


Glu 


Val 


Met 


Glu 


Val 


Leu 


Gly 


1 








5 










10 










15 




Arg 


Met 


Thr 


Ala 


Asn 


Leu 


Pro 


Ser 


Val 


Ser 


Phe 


Ser 


His 


Tyr 


Leu 


Tyr 






20 










25 










30 






Lys 


Leu 


Glu 


Asp 


He 


Pro 


Ser 


Glu 


Glu 


Arg 


Pro 


Leu 


Gly Gly 


Tyr 


Arg 




35 










40 










45 








Ala 


Tyr 
50 


He 


Ser 


Leu 


Gin 


Gly 
55 


Ala 


Ala 


Asn 


Asp 


Glu 
60 


Asp 


Phe 


Ala 


Ser 


Phe 


He 


Asp 


Gin 


Leu 


Ser 


Ala 


Trp 


He 


Gly 


Ala 


Arg 


Val 


Leu 


Ser 


Lys 


65 








70 










75 










80 


Lys 


Leu 


Ala 


Asp 


Arg 


Gin 


Phe 


Asp 


Val 


Arg 


He 


Ala 


Leu 


Gin 


Gly Arg 



85 90 95 



Gly 
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(2) INFORMATIONS POUR LA SEQ ID NO: 7 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 227 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(vi ii) POSITION DANS LE GENOME : complement (77 133 0 .. 772010) 
(Xi> DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 7 85: 
Met Asp Phe Lys Leu Pro He Tyr Cys lie Oly Val Thr Gin Ser Ala 
Olu Asn Val Thr L 9 He Ala He Leu Gin Lys Thr Cys Lys Gly Trp 
Ser Leu Cys Arg Cys Glu Lys Leu Thr Glu Thr Gly Ala Leu Ser Trp 
Pro Lys Arg Phe Leu Ser Ser Lys Val Val Leu Ser Leu Gin Gly Gin 
Olu Thr Leu val Lys Ser Val Ser Ser Ser Leu Lys Ser Lys Lys Asn 
IL Leu Lys Met Val Syr Ma Glu Gin Glu Ala Thr Ala Ala Phe Pro 

r Teu Val lie Ala His Asp Leu Gly Glu Trp Asn Ser Ala 

Leu Lys Asp Leu vai ne ^ 110 

ol„ Olu Arg val V,! Thr Wu Trp Met L.u ol„ Arg oln s.r val Ala 

L eu ,1, « Ala W" — «« G1 » «*" ° ly OW So ^ 
S.r cy" Arg Al. L.y, Asp "eu Ph. S.r Ala £u oln olu s.r L.u L.u 
Arg Asn L.u olu Thr Tyr Ph. Phe val Tyr olu oly L.u Asp olu Thr 
val cys Leu Phe val oln Olu oly s.r val Leu L.u Ser Arg Ser Phe 
Lys A.„ Asp 12 Olu S.r L.u L.u Asp Asp Leu Leu Ala ser Ph. Al. 
Tyr val o'n olu val Tyr Thr Al, S.r Ph. lie Arg Asp Pro Arg Arg 



210 215 

Leu Ser lie 
225 



(2) INFORMATIONS POUR LA SEQ ID NO : 786 : 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 334 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(Viii) POSITION DANS LE GENOME : 772390.. 
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(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 786: 

Met Ala Pro Ser lie Phe lie Lys Asn Leu Pro Leu Lys Ser Pro Val 

15 10 15 

Val Tyr Ala Pro Leu Ala Gly Phe Ser Asp Phe Pro Tyr Arg Arg Met 

20 25 30 

Ser Ala Glu Tyr Arg Pro Ala Leu Met Phe Cys Glu Met Val Lys Met 

35 40 45 

Glu Gly Leu His Tyr Cys Pro Gin Arg Thr Leu Arg Leu Leu Asp Phe 

50 55 60 

Ala Glu Ser Met Arg Pro lie Gly Gly Gin Leu Cys Gly Ser Arg Pro 
65 70 75 80 

Asp Leu Ala Gly Glu Ser Ala Lys He Leu Glu Gly Leu Gly Phe Asp 

85 90 95 

Leu He Asp Leu Asn Cys Gly Cys Pro Thr Asp Arg He Thr Lys Asp 

100 105 110 

Gly Ser Gly Ser Gly Met Leu Lys Thr Pro Glu Leu He Gly Lys Val 

115 120 125 

Val Glu Lys Met Val Glu Val Val Ser Val Pro Val Thr Val Lys He 

130 135 140 

Arg Ser Gly Trp Asp Phe Asp His He Asn Val Glu Glu Thr Val Arg 
145 150 155 160 

He lie Lys Glu Ser Gly Ala Ser Ala Val Phe Val His Gly Arg Thr 

165 170 175 

Arg Ser Gin Gly Tyr Gin Gly Pro Ser Asn Leu Glu Phe He Ser Arg 

180 185 190 

Ala Lys Gin Ala Ala Gly Asp Asp Phe Pro Val Phe Gly Asn Gly Asp 

195 200 205 

Val Phe Ser Pro Glu Ala Ala Lys Thr Met Leu Glu Thr Thr His Cys 

210 215 220 

Asp Gly Val Leu Val Ala Arg Gly Thr Met Gly Ala Pro Trp He Gly 
225 230 235 240 

Lys Gin He Glu Asp Tyr Leu Thr Thr Gly Thr Tyr Ser Ser Pro Ser 

245 250 255 

Phe Ser Thr Arg Lys Gin Ala Phe Val Gin His Leu Gin Trp He Glu 

260 265 270 

Glu Tyr Tyr Gin Ser Glu Glu Lys Leu Leu Thr Asp Thr Arg Lys Leu 

275 280 285 

Cys Gly His Tyr Leu He Leu Ser Pro Lys Val Arg Ser Leu Arg Ala 

290 295 300 

Asn Leu Ala Lys Ala Ser Ser Ser Gin Glu Val Tyr Gin Leu He Asp 
305 310 315 320 

Gly Phe Glu Glu Leu Thr Glu Glu Glu Glu Leu Leu Ser Glu 
325 330 



(2) INFORMATIONS POUR LA SEQ ID NO : 787: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 65 acides amines 

(B) TYPE: acide amini 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (773427 .. 774221 ) 
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DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 787: 
Asn Arg L.u s.r Lys cys Hi, Lys Gly Lys «~ val W »* 
Lys A,n Arg Tyr Ph. Ph. Gly cys s.r olu Tyr Pro Thr Cys Asp Tyr 
Lys Thr s.r «» olu Glu «. Thr Ph. Asp Lys Asr. Glu Tyr Ala Olu 
Asp Thr Pro Trp Asp Al, Pro cys Ala L.u cy. Gly oly G!u Met Ly, 
val Arg His oly Lys Ph. o!y s.r Ph. L.u Gly cy. Glu Ash Tyr Pro 
Lys Cys His Tyr II. Val A,„ L.u Ph. Lys Lys oly Glu Ala Gly Al, 
Olu Pro Glu Al, ^r Val His cys Pro Al. Glu Gly cys Thr Gly His 
L.u V.1 Lys Arg Arg S.r Arg Ph. A.„ Lys M.t Ph. Tyr S.r cy. s.r 
Olu Tyr III Ala cys s.r v,l II. oly Ash s.r V,l A.p Ala val II. 
Glu Lys TVr Ala oly Thr Pro Ly. Thr Pro Tyr Glu Lys Ly. Pro Ly, 
a" Lys Lys s.r II. Ala s.r Thr Ly. oly Ly. Ala Al, Ly, Thr Val 
Lys Ly, Ser S.r III Thr Thr Ly, Lys Arg Al, Thr Ly, Al, Tyr Thr 
Pro s.r Al, Ala L.u Ala Gly val II. Gly A!, Asp Pro v.1 Gly Arg 
Pro Glu "la Thr Lys Lys L.u Trp olu Tyr II. Lys olu Ly, Giy L.u 
Oln s.r Pro Gin AS» Lys Lys ,1. II. .1. Jr. Asp s.r Lys L.u Gin 
HI v.1 II. Gly Ala HI Pro II. Asp H-t Ph. Al, L.u S.r Ly. Lys 

245 250 
Leu ser Ala His Leu He Lys Glu Glu 
260 265 

(2) INFORMATIONS POUR LA SEQ ID NO: 788: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 602 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement (774191 . .775996) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 788: 
Met Lys Lys Ser Leu He He Val Glu Ser Pro Ala Lys lie Lys Thr 
Jeu Ar 9 Lys Leu Leu Gly Glu Gly Phe lie Phe Asp Ser Ser Leu Gly 
His lie Val Asp Leu Pro Ala Lys Gly Phe Gly He Asp He Glu Asn 
Oly Phe Val Pro Asp Tyr Gin He Leu Glu Gly Lys Glu Glu Val He 
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50 55 60 

Arg Lys He Cys Ala Glu Ala Lys Lys Cys Asp Val Val Tyr Leu Ala 
65 70 75 80 

Pro Asp Pro Asp Arg Glu Gly Glu Ala He Ala Trp His He Ala Asn 

85 90 95 

Gin Leu Pro Lys Asp Thr Lys He Gin Arg He Ser Phe Asn Ala He 

100 105 110 

Thr Lys Gly Ala Val Thr Glu Ala Leu Lys His Pro Arg Glu He Asp 

115 120 125 

Met Ala Leu Val Asn Ala Gin Gin Ala Arg Arg Phe Leu Asp Arg He 

130 135 140 

Val Gly Tyr Lys He Ser Pro He Leu Gly Arg Lys Leu Gin Arg Trp 
145 150 155 160 

Ser Gly Val Ser Ala Gly Arg Val Gin Ser Val Ala Leu Lys Leu Val 

165 170 175 

Val Asp Arg Glu Tyr Ala He Glu Arg Phe Val Pro Val Glu Phe Trp 

180 185 190 

Asn He Arg Val His Leu Lys Asp Pro Gin Thr Gin Lys Thr Phe Trp 

195 200 205 

Ala His Leu His Ser Val Asn Gly Lys Lys Trp Glu Lys Glu He Pro 

210 215 220 

Glu Gly Lys Thr Ser Asp Glu Val He Leu He Asp Ser Lys Glu Lys 
225 230 235 240 

Ala Asp Glu He Val Ala Leu Leu Glu Ser Ala Thr Tyr Val Val Asp 

245 250 255 

Arg Val Glu Ser Lys Glu Lys Lys Arg His Ala Tyr Pro Pro Phe lie 

260 265 270 

Thr Ser Thr Leu Gin Gin Glu Ala Ser Arg His Tyr Arg Phe Ser Ser 

275 280 285 

Ser Arg Thr Met Asn He Ala Gin Thr Leu Tyr Glu Gly Val Asp Leu 

290 295 300 

Asp Ser Gin Gly Ala Val Gly Leu He Thr Tyr Met Arg Thr Asp Ser 
305 310 315 320 

Val Arg Thr Asp Pro Glu Ala Val Lys Gin Val Arg Lys Tyr He Glu 

325 330 335 

Gly His Phe Gly Lys Glu Phe Val Pro Ser Ser Pro Asn Val Tyr Ala 

340 . 345 350 

Thr Lys Lys Met Ala Gin Asp Ala His Glu Ala He Arg Pro Thr Asp 

355 360 365 

Val Thr He Thr Pro Glu Ser He Arg Ser Lys Leu Thr Glu Asp Gin 

370 375 380 

Tyr Lys Leu Tyr Ser Leu He Trp Lys Arg Phe Val Ala Ser Gin Met 
385 390 395 400 

He Ser Ala He Tyr Asp Thr Leu Ala He Arg He Thr Thr Asn Lys 

405 410 415 

Gly He Asp Leu Arg Ala Thr Gly Ser Cys Leu Lys Phe Lys Gly Phe 

420 425 430 

Leu Ala Val Tyr Glu Glu Lys Arg Asp Glu Glu Gly Asp Glu Glu Glu 

435 440 445 

Asn He His Leu Pro Lys Leu Asn Glu Arg Asp Val Leu Thr Lys Glu 

450 455 460 

Glu Leu Glu Ala Glu Gin Ser His Thr Lys Pro Leu Pro Arg Phe Thr 
465 470 475 480 

Glu Ala Ser Leu Val Lys Glu Leu Glu Lys Ser Gly He Gly Arg Pro 

485 490 495 

Ser Thr Tyr Ala Thr He Met Asn Lys He Gin Ser Arg Glu Tyr Thr 

500 505 510 

Leu Lys Glu Gly Gin Arg Leu Arg Pro Thr Glu Leu Gly Lys Val Val 
515 520 525 
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cvs oln Ph. L.u GXU Thr » Ph. Pro «„ II. Met Asp II. oly Ph. 
Thr "la oly «et olu Asp Olu L.u Ola L.u lie Al. «P *s» Lys 

5 p 4 ,o Trp Lys oln -« ™ «» ~ "" 

V,l V,l »r Al, oS Lys olu I- »• II. Pro «. He £J "r olu 

580 58b 
lie Asp cys Pro Asn Val He Lys Gly Asn 
595 500 

(2) INFORMATIONS POUR LA SEQ ID NO : 789 : 

(i ) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 348 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 77 6663 .. 7777 06 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 789: 

Val Phe Pro Gly Pro Asn Asp He Gly Ser Gin Glu Asn Val Lys Asp 

'lie cys ser Leu Asp Pro Thr Asn Tyr Val Asn Ser Ser Cys Tyr Ser 

20 • „-i r.™ Ti p civ Thr Pro Leu Phe Phe Gly Lys 
Arg Ser Phe Pro His Gin Pro lie Gly Tnr rr ^ 

l S , t«, Thr Tvr Gly Glu Val Ser Lys Leu He Ser Ser Lys 
Lys Pro Val Leu Thr ryr 6Q 

50 ^ m> cvs Ara Pro Thr Phe Leu Arg Ala 

Thr Asp Pro Glu Pro Phe Ser Tyr Cys Arg « gQ 

£. L.u Asn Thr Leu oiu Ph. Leu S.r ser Pro Pro ser s.r JJP Pro 

w ,s P « «. « =m ... » «*• «« - »» w "° 

olu «. Olu Lys oin Ma Phe Ph. Leu Ar a « olu « Leu Ala 
Olu Ala Pro v.! His Pro Thr Pro Ph. Pro II. olu Phe oln Lys L.u 
Ph. Asp v,l Asn Pro ser Ph. L.u olu v,l Val Tyr S.r Asn olu Ser 
lIu asp Ala Trp Olu Al. oly cys Thr Trp He Thr Asp Asn Ara V,l 
s.r lie Oln Leu Ly= Oly ^. oln Lys Ala S.r Ph. Trp Ph. oly 
Ph. Ph. S.r Lys olu olu Val L.u s.r His Olu Ala Val His Ala val 
Mg M.t Lys Ph. Tyr Olu Pro He Ph. olu olu Val Leu Ala Tyr Ser 

210 f lm Phe Phe Glv Pro Leu Phe Arg Ser 

Thr Ser Lys His Phe Trp Arg Arg Phe Phe Giy rr ^ 

Sa Gly Glu Thr His III Phe Leu Phe Phe Val Leu Phe Gly Ala Phe 
Leu Phe Pro Trp lil Pro Trp He Gly Leu Ser cys He Leu Ala Pro 
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260 










265 










270 






Asn 


Met 


Phe 
275 


Phe 


Phe 


Phe 


Arg 


Leu 
280 


Phe 


Arg 


Thr 


Gin 


He 
285 


Leu 


Phe 


Arg 


Lys 


Ala 


Lys 


Lys 


Lys 


He 


Arg 


Lys 


Leu 


Leu 


Gly 


He 


Glu 


Pro 


Leu 


Trp 


290 










295 










300 










Val 


Leu 


Leu 


Arg 


Leu 


Thr 


Asp 


Arg 


Glu 


He 


Arg 


Leu 


Phe 


Ala 


Thr 


Gin 


305 










310 










315 










320 


Pro 


Leu 


Ala 


Val 


He 
325 


Glu 


Asp 


Phe 


Ala 


Arg 
330 


Lys 


Glu 


Lys 


Leu 


Lys 
335 


Ser 


Val 


Arg 


Trp 


Arg 
340 


Gin 


He 


Tyr 


Gin 


Ser 
345 


Tyr 


Phe 


Thr 











(2) INFORMATIONS POUR LA SEQ ID NO: 79 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 81 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (77 6 9 53 .. 777 19 5 ) 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 79 0: 

He Asp Thr Leu Leu Ser Val He His Val His Pro Ala Ser Gin Ala 

15 10 15 

Ser Lys Leu Ser Leu Glu Tyr Thr Thr Ser Lys Lys Glu Gly Phe Thr 

20 25 30 

Ser Lys Ser Phe Trp Asn Ser Met Gly Lys Gly Val Gly Cys Thr Gly 

35 40 45 

Ala Ser Ala Asn Val Leu Ser Thr Arg Arg Lys Lys Ala Cys Phe Ser 

50 55 60 

Ser Ser Gly Pro Ala Arg Asn Pro Ser Leu Phe Asn Cys Asn Lys Ser 
65 70 75 80 

Ser 



(2) INFORMATIONS POUR LA SEQ ID NO : 791: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 497 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) H YPOTHET I QUE : oui 

(viii) POSITION DANS LE GENOME: complement (777732 77 9222 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 7 91: 

Pro Pro Phe Gin Val Val Trp Gin He Gly Phe Lys Arg Glu Met He 
15 10 15 

He Leu Phe Thr Arg Val He Glu He Phe Cys Ala He Leu Gly Val 
20 25 30 
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Tyr Ph. Ph. His II. His s.r v.! Val oly Gly Tyr Ph. VI L.u va! 
L .u Met Ala cys His s.r Ala S. Ph. Gly «o Al. Lys «= «Y »• 
„ Pro Glu Met L.u Pro II. Glu ol« L.u ser Lys Ala Asn Gly Ala 
£t Thr Ala Ala Thr ? Tyr s.r al y s.r .1. L.u Gly s.r cys L.u Ala 

Pro L.u M.t val Asp L.u « ««• « TO1 ^ A " S u„ ^ 
L .u s.r Al. cys Ph. cys val val s.r ser val Leu s.r L.u Ph. ,1. 

A1 . ,.u & a. *» ~ » «■ -» «K Gly Gln Lys "* 

*1, £r V.1 S.r Ph. Arg Ln L.u Trp Gin val Ph. Gin 01. Thr Arg 

145 ti q Val Phe Leu Val Ala Phe Phe Leu 

Asn He Ala Tyr Leu Met He Ser Val Pne u ^ 

165 ,i„ tio pro phe Val Glu Phe 

Ph. val Gly Ala Tyr val Gin I« Gl» «• Ile PS * 

Thr L.u Cly Sr S.r Lys His Tyr Gly ,1a Tyr L.u Ph. Pro ,1. val 
Ala val Gly « Gly val Gly S.r Tyr M.t ,1a Gly Trp II. S.r Gly 
,ys III II. Lys L.u Gly Ph. S.r Pro L.u Al. Al, .1. Gly Val Gly 
feu s.r M.t M.t v,l L.u cys Leu L.u s„ Ph. s.r II. Thr Ala v.l 
L .u II. Leu Leu Ph. cys Leu Gly L.u Val oly Gly II. Tyr Gin Val 
Pro Leu His III Tyr II. Gin Ph. Val ser Pro Glu His Lys Arg Gly 
sin val L.u Ala L.u Asn Asn Ph. L.u Asp Ph. s.r Gly val L.u L.u 

290 , . ?L, t„, ol» Ala Gly Leu Arg Leu Thr Pro 

Ala Ala Gly Ph. val Arg L.u Leu Gly Ala Gly ^ 

IS Gin S.r Ph. Leu Tyr K Gly s.r L.u val val cys Ph. Ala He 
,.u s.r Leu Trp Met L.u Lys Glu HI. val Tyr Arg L.u L.u L.u Thr 
Arg va! Leu Lys Arg Gin L.u Gly Thr s.r Ph. S.r s.r Pro Lys Ala 
G1 u Glu val Trp cys Ph. Ph. val Pro Ala Thr s.r Tyr Lys Glu Thr 
Arg Arg II. Leu Ala L.u Ph. Pro Lys Thr Val Arg s.r cys Val Ph. 

385 390 ^ _ ^ rlv TrC) ser Tyr Leu He Pro 

He Leu Asp Lys Ala Leu Gin Pro Gly Trp Thr y ^ 

His cys val Pro Thr He Phe Ser Tyr Gly Val Glu Gly Gin Ala Phe 
Ala Gin Trp He Asp Aro. Gin Val Val Glu Val Lys Ala Leu Leu Lys 

435 w=i val cvs Leu Gly Asn Gin Ala Gin Ser 

Arg Gin Pro Ser Leu Gly Val Val Cys Leu «, y ^ 

450 ~t 7ii= or Glv Leu Ala Val Gin Ser 

Gin Phe Phe Phe Ser Gin Leu Gin Ala Ser Gly Leu A ^ 

4 65 470 „ „,„ T „ n t vs ivr Ser Leu His Leu Ala 

Gly Thr Leu Val Gin Asp Ser Glu Leu Lys Tyr ^ 



Asn 
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(2) INFORMATIONS POUR LA SEQ ID NO : 7 92: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 7 44 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 77 932 1 7 81552 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 792: 



Lys 


Lys 


Leu 


He 


Glu 


He 


Val 


He 


Tyr 


Asn 


Cys 


Lys 


Lys 


Met 


Cys 


Asn 


1 








5 










10 










15 




Asp 


Gin 


Cys 


Thr 


Glu 


Arg 


Ser 


Phe 


Pro 


Arg 


Asn 


Asn 


Thr 


His 


Glu 


Cys 








20 










25 










30 






Lys 


Pro 


Met 


Asn 


Glu 


Leu 


Ser 


His 


Ser 


Gin 


Ser 


Thr 


Phe 


Ser 


Asn 


Tyr 




35 










40 










45 








Pro 


Glu 


Val 


Leu 


Leu 


Ala 


Lys 


Leu 


Ala 


Gin 


Asp 


Leu 


Phe 


Ser 


He 


Asn 




50 










55 










60 










Gin 


Thr 


Pro 


Met 


Thr 


Lys 


Arg 


Trp 


He 


Leu 


Val 


Pro 


Ser 


Ser 


Asp 


Thr 


65 










70 










75 










80 


Asp 


His 


Trp 


Leu 


Arg 


Arg 


Glu 


Leu 


Val 


Lys 


Ala 


Ser 


Ser 


Asn 


His 


He 










85 










90 










95 




Phe 


Met 


Gly 


Thr 


His 


He 


Phe 


Ala 


Ser 


Phe 


Asp 


Ala 


Phe 


Val 


Lys 


Tyr 








100 










105 










110 






Leu 


Phe 


Thr 


Gly 


Thr 


Arg 


Leu 


Val 


Asp 


Leu 


Ser 


Thr 


Pro 


Asp 


His 


He 






115 










120 










125 








Thr 


Leu 


Pro 


Leu 


Thr 


He 


Tyr 


Asn 


Leu 


Leu 


Lys 


Glu 


Ser 


Ser 


Phe 


Asn 




130 










135 










140 










Ser 


Ser 


Ser 


Glu 


Val 


Ser 


Tyr 


Ser 


His 


Leu 


Gin 


Lys 


Leu 


Ser 


Ser 


He 


145 










150 










155 










160 


Phe 


Lys 


Lys 


Phe 


Tyr 


Thr 


Phe 


Ser 


Gin 


Glu 


Pro 


Ser 


Thr 


Asn 


Asn 


Pro 










165 










170 










175 




Tyr 


Tyr 


Lys 


Asn 


Leu 


Phe 


Ala 


Gin 


Leu 


Lys 


Asp 


Ser 


Tyr 


Thr 


Pro 


Leu 








180 










185 










190 






Glu 


Thr 


He 


Phe 


Ser 


Ser 


He 


Leu 


Asp 


His 


Pro 


Pro 


Glu 


Tyr 


Pro 


Cys 






195 










200 










205 








Ser 


Leu 


His 


He 


Phe 


Gly 


Tyr 


Pro 


Gin 


Leu 


Pro 


Gin 


His 


Val 


Ala 


Ser 




210 










215 










220 










Phe 


Phe 


Val 


Ala 


Leu 


Gly 


Lys 


Tyr 


Phe 


Pro 


Val 


His 


Phe 


Tyr 


Cys 


Phe 


225 










230 










235 










240 


Ser 


Pro 


Ser 


Ala 


Ala 


Tyr 


Phe 


Gly Asp 


Leu 


Leu 


Ser 


Asp 


Lys 


Ala 


Met 










245 










250 










255 




Ala 


Ala 


Leu 


Ser 


Pro 


Arg 


He 


Pro 


Glu 


Pro 


His 


Gin 


Glu 


Thr 


Trp 


Glu 








260 










265 










270 






Lys 


Tyr 


Val 


Leu 


Thr 


Asp 


Arg 


Leu 


Ala 


Leu 


Leu 


Ala 


Asn 


Leu 


Ala 


His 


275 










280 










285 








Lys 


Ser 


Gin 


Ser 


Leu 


Gin 


Asn 


Phe 


Phe 


Leu 


Asp 


Tyr 


Ser 


Val 


Pro 


Tyr 




290 










295 










300 










Glu 


Glu 


Leu 


Phe 


Gin 


Pro 


Tyr 


Glu 


Lys 


Leu 


Ser 


Ser 


Leu 


His 


He 


Val 


305 










310 










315 










320 


Lys 


Asp 


Ser 


Phe 


Phe 


His 


Leu 


Gin 


Pro 


He 


Asp 


Gin 


Lys 


Leu 


Phe 


Ser 






325 










330 










335 
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«» s.r Pro Gin Thr II. «» V.l »| Gl» M. Pro s.r *1. ser Kg 
Olu val Hi. c" L.u Ph. s.r « v.l s.r Gin L.u - Hi, ser Gly 
V,! Pro S Gin Ql- II. n. ~ S » S « ™ " U " ^ 

„„ Thr Leu ,.u «, Gly 'll. — P " L ' U ^400 

^r Lys Thr Glu Lys »r Gin * « * "» ^ »" £ 
L.u va! V,X Thr i£ L.u Ph. s.r Lys Gly « L.u »" »» »» 

420 . T =„ Ton <5er Pro Leu Glu Thr Thr Lys 

Arg lie Leu Ser His Pro Asp Leu Leu Ser Pro u ^ 

435 • T Thr- His Tvr Trp Lys Ser Leu Ser 

Met Gly Phe Leu Thr His Lys Leu Thr His Tyr ^ p 

450 4 , n . Tn „ T ,_ His Ara He Leu Asp Glu 

Gin Lys Asp Ser Pro Leu Thr Gin Leu lie His Arg ^ 

£ Pro Phe lie Asp aIp Thr Gly Ser Val Asn Glu Ala Glu Thr Trp 
alu Val Val Val Pro Leu Leu His Thr Leu Gin Gin Val Thr Ala Ser 
^ r Ile Glu ser Lys Asp Lys Thr ^r Glu Glu His Ser Arg Leu lie 
Phe ser Ala Leu Glu Asn He Phe Phe Leu Ser Thr Glu Glu Tyr Ala 
L eu Leu Val Ser Leu Ser Lys Thr Leu Gin Pro Phe Val Arg Ser Ser 
lf 5 Ser Leu Thr Xle Phe He Glu Phe Cys Leu Asp Phe Leu Ser His 
XL Pro Gly His Ser Gin Leu Tyr Asn Gin Pro Gly Pro Phe Val Gly 
Ser Leu Asn Ser Leu Ser Leu Xle Pro Lys Gly Tyr Thr Phe Xle Leu 
Gly Ala Asn Lys Lys Asp His Ser Leu Asp Thr Ser Phe Leu Xle Asp 

610 t~,i ser Ser Thr Glu Asp Glu 

Pro ser L.u Ile Gin Glu MP Phe Leu Ph. s.r s.r ^ 

S£ *sn Leu His Phe L.u Gin Thr He V.l ser Thr Lys His Gin L.u 
His II. ser Tyr L.u s.r Ser s.r Lys *s» Pro .la L.u Pro S.r s.r 
„a L.u Gl» 2S II. cys Trp »et Leu cys Leu Ph. Lys Ly, K.n II. 

P„. Leu sly — »- »' « ^ ^ *" h " 
IX. S" Leu Thr M Ph. Thr Thr oly Trp L.u Lys ser Pro Kg Tyr 

705 710 „ — . CoT . t „ u He Gin Leu Arg Arg Tyr 

L ys Thr Arg Pro His Pro Cys Leu Ser Leu lie gi ^ 

725 730 

Leu His Thr Tyr Pro Tyr Asn lie 

740 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 382 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 781297 .. 782442 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 793: 

Leu Ser Leu Phe lie Gin Glu Ser Ser lie Thr Glu Leu Cys Phe Ala 

15 10 15 

Lys His Leu Leu Asp Ala Val Pro lie Gin Glu Glu His Leu Ser Gly 

20 25 30 

Lys Leu Tyr Ala Lys Glu Asn Phe Ser Ser Glu Pro Leu His Gin Ser 

35 40 45 

Tyr Gin Val Tyr Tyr Arg Met Ala Gin Val Ser Pro Leu Gin Asn Lys 

50 55 60 

Ala Pro Ser Leu Phe Lys Ser Asp Thr Thr Lys Thr Leu Pro Ser His 
65 70 75 80 

Leu Ser Leu Gin His Leu lie Lys Ala Phe Lys Asp Pro Leu Asn Phe 

85 90 95 

Phe Leu Ser Thr Gin His Gly Phe Ser Phe His Pro Lys Ala Leu Phe 

100 105 110 

Ser Lys Ser Glu Lys Val Phe Pro Ser Pro His Asp Ala Lys Ala Phe 

115 120 125 

Trp Asn His Leu Leu Ser Ser Lys Thr Pro Leu Pro Thr Thr Asn Tyr 

130 135 140 

Leu Ser Ala Phe Thr Glu Ser Leu Tyr Thr Asp Val Gin Asp Ser Val 
145 150 155 160 

Ser Lys Arg Leu Glu Thr Leu Gin Lys Asp Pro Ala Thr Thr Pro Phe 

165 170 175 

Ser Val Val Phe Ser Asp Gin Leu Phe His Asp Pro Leu His Pro Asn 

180 185 190 

Asp Gin Gin Val Pro Pro Leu Leu Leu Ser Leu Pro Leu Lys Asn lie 

195 200 205 

His Leu Gin Gly Thr He His Gly Val Cys Ser Lys Gly Val Tyr Leu 

210 215 220 

Phe Ser Met His Pro Gly Glu Ala Phe Lys Lys Thr Gin Lys Thr His 
225 230 235 240 

Gly Phe Pro Lys Asp Ala Phe Glu Leu Glu Ser Tyr Leu Glu Ser Tyr 

245 250 255 

Leu Ser Leu Ala Leu Leu Gin Ala Ser His Leu Leu Pro Lys Glu Ala 

260 265 270 

Thr He Leu Arg Val Thr Pro His Asp He Glu Pro He Leu Pro Pro 

275 280 285 

Phe Ser Ser Pro Glu Ser Tyr Leu He Arg Ala He His Leu Tyr Asp 

290 295 300 

Leu Leu Gin Asn Gin Ala Val Pro Leu Pro Ser Ala Gin Ala Trp Glu 
305 310 315 320 

Tyr He Lys Lys Thr Asp Ser Ala Ser Gin Cys He Lys Lys Leu Leu 

325 330 335 

Asp Ser Glu Glu Asp Pro Leu Thr Ser Ser Phe Trp Trp Phe His Asn 

340 345 350 

Arg Asp Thr Glu Glu He Cys Ser Glu Leu Ser Asn Asp Val Leu Ser 

355 360 365 

Gin Leu Leu Ser Leu Phe He Asn Gin Asp Ser Gin Gin Asn 
370 375 380 
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(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 1026 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 782447 . .785524 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 794: 
Met ser Ser Phe Asp He Phe Ser Pro Thr Ala Ser Val Ser Gly Lys 
Phe Phe Leu Glu Ala Ser Ala oly Thr Gly Lys Thr Phe Thr He Glu 
Oln Val lie Leu Ar g Ser Leu Leu Glu Gly Ser lie Glu Gin Thr Lys 
A sn lie Leu Val Val Thr Phe Thr Asn Ala Ala Thr Asn Glu Leu Lys 
L eu Arg He Gin Ala Ser Leu Lys Oln Ala Leu Ser Leu Phe Ser Gin 
S. L eu ser His Pro lly Thr Pro Leu Pro Pro Tyr He Ser Ser Ser 
Glu Thr Lys Val Lys Gin Leu Tyr Met Lys He Arg Asn Ser Leu Ala 
T hr Leu Asp HI Met Asn He Phe Thr He His Gly Phe Cys Arg Phe 
Th r Leu Glu Gin His Phe Pro Trp He Gin Pro He Gin Pro Ser Ser 
II. Phe Ser Glu Pro Gin III He Gin Gin Tyr He Leu Asp Tyr Leu 
Itl Lys Asn Leu Tr P Asp Thr Val Leu Ser Pro Lys Gin Tyr Ala Phe 
L eu ser Tyr His Ar g Ala Thr Thr Gin Gin Thr Arg His Leu He 

Glu Arg Leu Leu Gin Asp Tyr Thr Ser Thr Pro Asn Leu Ala Leu Ser 
Pro L eu III He Thr Leu Gin Lys Leu Lys Ala Trp Val Ser Cys Tyr 
Oln His Leu Ala Pro Leu III Leu Glu Glu Met Gin Ala Phe Ser Leu 
Phe Lys Gin Ser Asp Leu Ser He Glu Arg Glu Leu Pro Ala Phe 
Val Gin Gin Phe Oil Thr Asn Pro Tyr Ser Leu Asp Met Leu Phe Phe 
Pro Gly Met vfl Gin Lys Phe Gin Glu Glu Asn Arg Asn Lys Lys Lys 
Leu ser 2a Pro Ala Ser Pro Leu Asp Pro Phe Phe Gin Asp Trp He 
«» III Ala His Pro Phe Cys Gin Lys Glu Pro lie Phe His Thr Leu 
III Lys Ser Val Gin III His Leu Lys Thr His Cys Ala Gin Ser TVr 
ser His Asp Glu III He Ala Thr Leu Glu Ser Leu Leu Asp His Asn 
ASP Thr Val vfl Ser Gin Leu Arg Lys Gin Phe Gin Leu Val Leu He 
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355 

Asp Glu Phe Gin 
370 

Leu Phe Ala Ser 
385 

Pro Lys Gin Ser 

Leu Gin Ala Lys 
420 

Thr Asn Tyr Arg 
435 

Phe Ser Leu Pro 
450 

His Pro Leu His 
465 

Ser Pro lie His 

Trp lie Ser Lys 
500 

Phe Gly Asn Met 
515 

Leu lie Thr His 
530 

lie Phe Asp Arg 
545 

Ala Leu Leu Tyr 

Ser Arg Leu Phe 
580 

Thr Phe Ser Ser 
595 

Ser Leu Leu Ala 
610 

Gin Thr lie Gly 
625 

Phe Gin Glu Leu 

Asn Pro His His 
660 

Lys Tyr Asp Glu 
675 

Met lie Lys lie 
690 

Val Val Phe Cys 
705 

Val His Met Arg 

Leu Phe lie Pro 
740 

Lys Leu Ser Ala 
755 

Val Pro His Leu 
770 

Ser Ser Ser Phe 
785 

Arg Leu Pro Gin 

Thr lie His Ser 
820 



360 

Asp Thr Asp Lys 
375 

Pro Asp Tyr Ser 
390 

lie Tyr Glu Trp 
405 

His Ser Phe Pro 

Ser Thr Pro Xaa 
440 

Thr Pro Phe Leu 
455 

Ser Lys Gly Ser 
470 

Phe Phe Ser Ser 
485 

Thr Ala Ser Tyr 

Ala Val Leu Val 
520 

Ser Thr lie Pro 
535 

Thr Glu Ser Pro 
550 

Pro Glu Asn Gin 
565 

Gin Leu Ser Ser 

Leu Phe Phe Thr 
600 

Thr Phe Tyr Lys 
615 

Glu Thr Leu Leu 
630 

Glu Ala Leu Cys 
645 

Lys Leu Leu His 

Glu Leu Ser Phe 
680 

Thr Thr Val His 
695 

Ser Cys Leu Asn 
710 

Glu Met Tyr Val 
725 

Phe Ser Pro lie 

Leu Ala Asn Tyr 
760 

Val Glu Thr Leu 
775 

Gin Pro Pro Glu 
790 

Gin Thr Tyr Phe 
805 

Phe Ser Ser Thr 



Arg Gin Xaa Gin 
380 

Gly Ser Leu Phe 
395 

Arg Asn Ala Asp 
410 

Lys Glu Ala Xaa 
425 

Leu Met Gin Gly 

Glu Thr Pro Gin 
460 

Ser Glu lie Ser 
475 

Glu Asp lie Gin 
490 

Leu Arg Ser Ala 
505 

Gin Asp Tyr Pro 

Met Ala Tyr Cys 
540 

Tyr Leu Leu lie 
555 

Gin Lys lie Gin 
570 

Thr Glu lie His 
585 

Leu Asn Arg His 

Leu Met Gly Glu 
620 

Gin Thr Pro Leu 
635 

Leu Tyr Leu Asp 
650 

Leu lie Asn lie 
665 

Ser Ser Gin Ser 

Ser Ser Lys Gly 
700 

Lys Ala Lys Glu 
715 

Ala Cys Thr Arg 
730 

Glu Lys Arg Ser 
745 

Ala Asn Val Thr 

Thr Ser Ser Ser 
780 

Ser Ser Leu Thr 
795 

Ser Leu Pro His 
810 

Val Glu Asn Leu 
825 



365 

lie Phe Ser Lys 

Leu lie Gly Asp 
400 

Leu Pro Thr Tyr 
415 

Leu lie Leu Asp 
430 

Leu Asn His Leu 
445 

Asn lie Leu Tyr 

Tyr Ser Glu Phe 
480 

Glu Glu Thr Leu 
495 

Tyr Ser lie Pro 
510 

Gin Ala Leu Lys 
525 

Lys Glu Lys Arg 

Leu Leu Leu Glu 
560 

Ala lie Leu Met 
575 

Gin His Leu Lys 
590 

Leu Tyr His Tyr 
605 

Asn Val Leu Ser 

Gly Asp lie lie 
640 

Lys Thr Thr Glu 
655 

Leu lie Thr Gly 
670 

Asn Asp Glu Asn 
685 

Leu Glu Tyr Asp 

Lys Thr Pro Ser 
720 

Ala Lys Lys Phe 
735 

Leu Ser Thr Lys 
750 

Lys His His Ser 
765 

Pro Glu Leu Phe 

Pro Asp Arg Glu 
800 

Leu Pro Ser Arg 
815 

His Phe Ser Glu 
830 
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Pto „. om «» «. .~ «• - - - ™ 1g ~ 

ttr ow s ~ .1. ss - « «" ~ as "* Gly Asn phe 

Ala S cy, P„e oxu o» XI. ~ - «t «» ™ ST. 

865 Glu Ser ne lie Ala Glu Lys lie Tyr 

Asn Thr Pro Leu Glu Gly Tyr Glu Ser lie ^ 

885 „ T,* a ?pt Ser Gly Ser Phe Ala Leu 

Thr Val Phe Ser Thr Thr Leu Pro Phe Ser Y ^ 

Arg Asn Xle 2°. Pro His Asn lie Ar 9 Val Glu Glu Thr Phe Leu Leu 
Gln G lu III Gly Glu Leu Trp Gin Gly Xle Val Asp Leu Phe Phe Glu 
His Lys Gly Ar, Phe Phe Xle Xle Asp Trp Lys Thr Ser Phe Leu Gly 
ill Glu Thr ser Cys Z Ser Pro Asp Gin Leu His Leu Tyr Xle Gin 
Arg Gin Gly Leu S£ Ar, Gin Glu Ar, Leu Tyr Ar 9 Lys Ala Ala Lys 

980 r. Tol , rln Val Glu Met Ala Phe 

Arg Phe Leu His Gin Phe Asn Ser Ser Leu Gin 

9 95 Z T.r* riv Asn Gly Phe Leu Gin Pro 

Val Phe He Arg Gly Leu Asp Asp Lys Gly Asn Gl^ 



1010 
Gly Arg 
1025 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 795: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A ) LONGUEUR: 157 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

, vlii) POSITION DftMS LE GENOME : 78S532 . .786002 

( Xi , DESCRIPTION DE UV SEQUENCE : SEO ID SO, 795: 

1* Pro « » T,r « =m xl. W « W ~ »• ~ 

U aly « «. « n. oiy «y - - - s « ^ Val G1U 
Gln « «y S. ». cvs - ». xx. - w - »p » 

ser « Uu «y «. »r « « - « - ~ "° 

Gly S. Tnr Pro s« « P« V,! V,! «r « «r « «• ™ - 

S. »1 - P« s« Sr W. Pro „. ~ ~ «• «- - «« 

85 mv. r xle Pro Arg 

„. Ser «Y P- 01" »• »" S « ?5| ir9 P " S1 U0 

„ m. ,y ~ - «v « S «. « w oi« ~ ~ ™ - 
c w. £ =*• w « ^ - ~ Le " " "* WS ^ 
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130 135 140 

Ala Gly Arg Leu Ala Thr Phe Leu Ala Asn Val Arg Ser 
145 150 155 



(2) INFORMATIONS POUR LA SEQ ID NO : 796: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 289 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (785546 786412 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 7 96: 



Phe 


Leu 


Pro 


Phe 


Arg 


Gin 


Gly 


Ser 


Asp 


Ser 


Gin 


Ala 


Leu 


Val 


Glu 


Glu 


1 








5 










10 










15 




Thr 


Gin 


Cys 


Phe 


Leu 


Leu 


Lys 


Glu 


Lys 


He 


Arg 


Leu 


Leu 


Glu 


Glu 


Arg 








20 










25 










30 






He 


Leu 


Ser 


Met 


Glu 


Glu 


Ala 


Lys 


Gin 


Ser 


Pro 


Pro 


Leu 


Phe 


Ser 


Glu 






35 










40 










45 








He 


Leu 


Ser 


Ser 


Tyr 


Phe 


Gin 


Ser 


Pro 


He 


Met 


Gly 


Arg 


Val 


He 


Phe 




50 










55 










60 










Arg 


Asp 


Pro 


Ala 


His 


Trp 


Gly 


Ser 


Ser 


Cys 


Trp 


He 


Asn 


He 


Gly 


Lys 


65 








70 










75 










80 


Arg 


Gin 


Gly 


Val 


Lys 


Lys 


Asn 


Ser 


Pro 


Val 


Val 


Cys 


Gly 


Lys 


Val 


Val 








85 










90 










95 




Val 


Gly 


Leu 


Val 


Asp 


Phe 


Val 


Gly 


Glu 


Ala 


Gin 


Ser 


Arg 


Val 


Arg 


Phe 






100 










105 










110 






He 


Thr 


Asp 


Val 


Gly 


He 


Lys 


Pro 


Ser 


Val 


Met 


Ala 


Val 


Arg 


Gly 


Glu 






115 










120 










125 








He 


Gin 


Thr 


Trp 


Val 


Val 


Lys 


Asp 


Gin 


Leu 


Arg 


Thr 


Leu 


Ala 


Arg 


Asn 




130 










135 










140 










Val 


Ala 


Asn 


Leu 


Pro 


Ala 


Ser 


Ala 


Phe 


Ala 


Asp 


Ser 


Asp 


Lys 


Gin 


Glu 


145 










150 










155 










160 


Ala 


Leu 


His 


Leu 


Leu 


Gin 


Ala 


Leu 


Glu 


Asp 


Ser 


Leu 


Ser 


Leu 


Ser 


Glu 










165 










170 










175 




Gin 


Asn 


Asp 


Phe 


Ala 


Leu 


Arg 


Gly 


He 


Val 


Cys 


Gly 


Arg 


Gly Asp 


Pro 






180 










185 










190 






He 


Trp 


Lys 


Pro 


Glu 


Ala 


Ser 


He 


Leu 


Ser 


Gly 


Ser 


Asp 


Phe 


Gly 


Phe 




195 










200 










205 








Val 


Asp 


Gly 


Lys 


Thr 


He 


Glu 


Val 


Gly 


Asp 


Val 


Leu 


Val 


Thr 


Thr 


Gly 




210 










215 










220 










Leu 


Asp 


Gly 


Val 


Phe 


Pro 


Pro 


Gly 


Leu 


Leu 


Val 


Ala 


Thr 


Val 


Asn 


Glu 


225 






230 










235 










240 


Val 


Leu 


Pro 


Lys 


Ser 


Glu 


Gly 


Ser 


Cys 


Ser 


Leu 


Lys 


He 


Lys 


Ala 


Gin 








245 










250 










255 




Ser 


Leu 


Ala 


Pro 


Asp 


Cys 


Ser 


Thr 


Val 


Asp 


Phe 


Leu 


Val 


Leu 


Pro 


Pro 








260 










265 










270 






Met 


Asp 


Phe 


Asn 


Pro 


Asn 


Asp 


Arg 


Pro 


Asp 


He 


Phe 


Gly 


Leu 


He 


Trp 




275 










280 










285 








Glu 
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(2 ) INFORMATIONS POUR LA SEQ ID NO : 797: 

(i ) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 377 acides amines 

(B) TYPE: acide amine 

(D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vili) POSITION DANS LE GENOME: conple-nt ,786611 .. 787741, 
DESCRIPTION DE LA SEQUENCE, SEQ ID NO, 797, 

Arg oi y ph« ii. - ~ - «- «- T Leu Pro *" « P " 

Lp s.r ii. « oly «. oln Al. Ph. «» «!» «- « «» G1 » 

6sp tYS II. aL « « « ™ ~ *" « S" WS ^ " 9 

w Gly & P« ~ s.r v.l M W M. =m - «! - - « 

50 if Tal , Pro He Lys Gly Ser Ser Thr Phe 

Asp Glu Lys Asp Lys Asn Tyr Leu Pro lie Lys y 8Q 

65 , I? t «, cvs Phe Gly Glu Leu Asp Ala Asn Arg 

Leu Glu Glu Met Ala Ala Leu Cys Phe y g5 

85 , Glv Thr Gly Ala Leu His Leu Gly 

Trp val Gly Val Gin Ala He Gly Gly Thr y ^ 

1°° t to=, Lvs Val Tyr He Pro 

Al. ser val Tyr Al, Asn Ala s.r L.» Ala Gly I*. Ty 

s « Gin £ Trp Gly Asn «U s.r Ar 0 II. - ser HU «n Gly « 

Ala Deu Glu ^ ^ "° ^ ^ f 5 5 WS " U 

E Gin Gly »» ,y= - val «. AT, s.r Ala Pro Glu Thr s.r «. 

165 „ r« His Asn Pro Thr Gly Lys Asp He Pro 
Val Leu Leu His cys Cys Cys His Asn pr igQ 

180 , T , tip Thr He He Lys Glu Arg Asp Leu 

Leu Ser Glu Trp Pro Glu He Thr 205 

Ile Pro Phe Phe Asp Met Ala ^ Leu Gly Phe Ala Ser Gly He Glu 
Glu asp Arg Arg Pro Val £ Leu cys He Glu Ala Gly Val Thr Thr 
£ Val Ala Gly Ser fla Ser Lys Asn Phe Ser Leu ^ Gly Ser Arg 

245 n t, h n «« cm Asp Lys Gin Asp Leu Asn Arg 
Val Gly Phe Phe Gly Ala He His Gin Asp ^ 

260 taw, nv Glu Tyr Ser Ser Pro 

n. « ser Phe L.u Glu Glu Gin He Arg Gly Tyr 

Al. Ar 8 gIu Gly val Ala lie Val Thr s.r n. « ser Asn Pro Tyr 
„ £ Gin GIU m «» VI GIU .eu » Oly H- « «" - £ 
G°iu Glu He „ ser s.r Phe Val ,1. Al. Met Ar g Asn val Al. Gly 

hu s.r Ph. m S ii. - - ; S - °» - ~ !S! 171 Pr ° 

Gly Ph. ser SI Glu Gin v.l « Ph. ~ Ar 9 Glu Glu Leu Gly ,1. 
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355 360 
Tyr Thr Thr Ala Ala Glu Asp Ser lie 
370 375 



365 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 98: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 134 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 787620 788021 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 798: 



Val 


Pro 


Ser 


Asn 


Lys 


Leu 


He 


Leu 


Ser 


Ser 


Arg 


Gly 


Ser 


Ser 


Trp 


Lys 


1 








5 










10 










15 




Ala 


Cys 


Ala 


Lys 


Pro 


Arg 


He 


Glu 


Ser 


Gly 


Glu 


Lys 


Glu 


Gly 


Asn 


Cys 






20 










25 










30 






Ser 


Lys 


Arg 


Leu 


Thr 


He 


Lys 


Pro 


Leu 


Tyr 


Ser 


Ala 


Leu 


Leu 


Leu 


Thr 




35 










40 










45 








Val 


Phe 
50 


Phe 


Ser 


Ser 


Lys 


Met 
55 


Thr 


Ala 


Cys 


Cys 


Pro 
60 


Lys 


Ser 


Cys 


Lys 


His 


Asp 


Asn 


Leu 


Val 


Ser 


Ser 


Leu 


Gly 


Val 


Leu 


Ala 


Gin 


Leu 


Val 


Glu 


65 








70 










75 










80 


Arg 


Asn 


Asn 


Gly 


lie 


Val 


Glu 


Val 


Ser 


Gly 


Ser 


He 


Pro 


Leu 


Cys 


Ser 








85 










90 










95 




Asn 


Phe 


Cys 


Leu 


He 


Pro 


Tyr 


Arg 


Arg 


Asn 


Phe 


Leu 


Asp 


Leu 


Val 


Leu 






100 










105 










110 






Leu 


Ala 


Leu 
115 


Lys 


Gin 


Tyr 


Ser 


Phe 
120 


Ser 


Asn 


Ser 


Phe 


Ser 
125 


Asn 


His 


Phe 


Leu 


Gly 
130 


Gin 


Phe 


Arg 


Phe 























(2) INFORMATIONS POUR LA SEQ ID NO : 79 9: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 73 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (787 920 .. 7 9 0124 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 799: 

Cys Asn He Ala Leu Phe Cys Tyr Ser Ala Tyr He Ser Gly Leu Lys 

15 10 15 

Arg Gly Ala He Val Asp Tyr Leu Glu Asn Leu Gin Ser Leu He Glu 

20 25 30 

Asn His Pro Ser Asp Phe Phe Ser Leu Trp Glu Glu Tyr Cys Phe Asn 
35 40 45 
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Asp val v»l W s «, Asp «- - « - «« ^" ™" 

Gly l°r ^ ». - - - «- «y - - - « » l J? 
S. Leu «p «■ - IL «. «» «y - «- - - - X ™ 

« « «i - « - - » - - Asn S Leu 

1°° . i,,, no AsD ser Ala Asn Tyr Lys 

He Ala MU Gin Oin V.1 W W" ^ Glu ASP 125 

olu Ala £ « U. v,l sly £. « A W X- - - « »^ 

cys S 01, Ar g - - - « « His £ - 1u cly As» 

- „. «. oi y s «p - - - - - - in s ;; 

Ph e « Sir. «n £ -1 ~ -1 « ; - - 0 W v.1 L.» 

180 ^ Rl a Phe Arg Met Leu Val Pro Leu Arg 

tv S ASP He Ser Phe Olu Thr Ala Phe Arg n 

: i s - - - s z phe =iy - - Aia r 
M . £ A. « s? « - ~ - - - - ... - ^ 

S - «* - - » - - G1 " £ ~ " G1U " U 1 

245 m co-r Rra Trp Trp Gin Ser Ala Lys 

Le u Val He Pro Glu Glu Asp Trp Ser Arg Trp P ^ 

260 As » Ala Arg He Leu Ala Pro Ala Ser Ser Lys 

Ile Lys Met Lys Lys Asp Ala Arg 285 

A„ I Zl »X «. « - - «V - ~ - - - «° 

Q1 „ fl" Mr » « «, - As, A. Ala » », - XI. ^ S« 

305 310 , Tean Glv ser Glu Leu Lys Asp Glu Ser 

Cys Tyr Ala Phe Val Arg Asp Leu Gly Ser 335 

325 " , Leu Asp Leu Pro Ala 

Asn Arg Gin Ser Val He Lys Glu Leu Lys Ala ^ 

340 T xle Gin Arg Ala Met Leu Leu Ser Glu Phe Leu 
Asp Ser Ala Leu Leu He Gin Arg a 3g5 

355 „ n T,eu Glu Tyr Glu Asn lie Ala Lys Leu Ser 

Gly Glu Lys Ala Pro Glu Leu Ty 

Glu Asp Gin Leu Phe Asp He Val Asn Asn lie Glu He 

385 390 T Tlo „ is ser Cys Ser Pro Val Trp Val 

111 Lys ser Phe Leu Ala Leu He His Ser y 

405 CciT . Tl , r ser Met Leu Arg 

Pro Val Tyr Thr Lys Leu Phe Leu Thr Thr Ser Thr ^ 

420 * „ Ala Asp Lys Glu Ala Arg Glu Asn 

Glu Gin Val Phe Lys Val Leu Asn Ala Asp Ly ^ 

435 * n 11! Tie Glu Gin Pro Leu Leu Tyr Pro 

He Leu Lys Lys Val Phe Ala Met He Glu ^ 

olB E - val Trp ^ S - « - v.l Asp W «. ASP ^ 

t2 - ,i» - ~ - - - »- k ciu -° gi ° M,t - 1: 

s « Al* « - S « His „s v ? l Al, - xnr Pro «; « 
Sly W s S « ^ - - S - - - « - - « 
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515 520 525 



lie 


Arg 


Gin 


He 


He 


Asp 


Gin 


Ala 


Ser 


He 


Glu 


Tyr 


Leu 


Lys 


Glu 


Phe 




530 










535 










540 










Val 


Leu 


Leu 


Ser 


Ser 


Lys 


Cys 


Pro 


Gin 


Phe 


Thr 


Gin 


Gly 


Asp 


Leu Gly 


545 










550 










555 










560 


Val 


Leu 


Arg 


Ser 


Leu 


Ala 


Glu 


Val 


Val 


Gin 


Pro 


Ala 


Leu 


Lys 


Arg 


Gly 








565 










570 










575 




Thr 


Leu 


Glu 


Glu 


Glu 


Glu 


Asn 


He 


Leu 


Trp 


Thr 


Thr 


Ser 


Asp 


Ser 


Phe 








580 










585 










590 






Thr 


Arg 


Met 


Lys 


Asn 


Lys 


Leu 


Gin 


Ser 


Leu 


Val 


Gly 


Lys 


Glu 


Met 


Val 






595 










600 










605 








Glu 


Asn 


Ala 


Lys 


Glu 


He 


Glu 


Asp 


Ala 


Arg 


Ala 


Leu 


Gly Asp 


Leu 


Arg 




610 










615 










620 










Glu 


Asn 


Ser 


Glu 


Tyr 


Lys 


Phe 


Ala 


Ser 


Glu 


Arg 


Arg 


Ala 


Arg 


Leu 


Gin 


625 










630 










635 










640 


Glu 


Glu 


He 


Arg 


Val 


Leu 


Ser 


Glu 


Glu 


He 


Asn 


Arg 


Ala 


Lys 


He 


Leu 










645 










650 










655 




Thr 


Lys 


Asp 


Ala 


Val 


Phe 


Thr 


Asp 


Ser 


Val 


Gly Val 


Gly 


Cys 


Lys 


Val 




660 










665 










670 






Val 


Leu 


GlU 


Ser 


Asp 


Gin 


Gly 


Asp 


Lys 


Val 


Cys 


Tyr 


Thr 


He 


Leu 


Gly 






675 










680 










685 








Pro 


Trp 


Asp 


Ala 


Asn 


Pro 


Asp 


Glu 


Lys 


He 


Leu 


Ser 


Leu 


Lys 


Ser 


Lys 




690 










695 










700 










Leu 


Ala 


Gin 


Glu 


Met 


Val 


Gly 


Lys 


Ala 


Val 


Gly 


GlU 


Thr 


Val 


Leu 


Phe 


705 










710 










715 










720 


Gin 


Gly 


Lys 


Lys 


His 


Lys 


He 


Lys 


Glu 


He 


Ser 


Ser 


He 


Trp 


Asp 










725 










730 










735 





(2) INFORMATIONS POUR LA SEQ ID NO : 8 00: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 150 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME: 790160 790609 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 800: 



Asn 


He 


Glu 


He 


Phe 


Val 


Met 


Lys 


Asn 


Asn 


Ser 


Ala 


Gin 


Lys 


He 


He 


1 








5 










10 










15 




Asp 


Ser 


He 


Lys 


Gin 


He 


Leu 


Ser 


He 


Tyr 


Lys 


He 


Asp 


Phe 


Asp 


Pro 






20 










25 










30 






Ser 


Phe 


Gly 
35 


Ala 


Thr 


Leu 


Thr 


Asp 
40 


Asp 


Asn 


Asp 


Leu 


Asp 
45 


Tyr 


Gin 


Met 


Leu 


He 
50 


Glu 


Lys 


Thr 


Gin 


Glu 
55 


Lys 


He 


Gin 


Glu 


Leu 
60 


Asp 


Lys 


Arg 


Ser 


Gin 


Glu 


He 


Leu 


Gin 


Gin 


Thr 


Gly 


Met 


Thr 


Arg 


Glu 


Gin 


Met 


Glu 


Val 


65 










70 










75 










80 


Phe 


Ala 


Asn 


Asn 


Pro 
85 


Asp 


Asn 


Phe 


Ser 


Pro 
90 


Glu 


Glu 


Trp 


Arg 


Ala 
95 


Leu 


Glu 


Asn 


He 


Arg 
100 


Ser 


Ser 


Cys 


Asn 


Glu 
105 


Tyr 


Lys 


Lys 


Glu 


Thr 
110 


Glu 


Glu 


Leu 


He 


Lys 
115 


Glu 


Val 


Thr 


Asn 


Asp 
120 


He 


Gly 


His 


Ser 


Ser 
125 


His 


Lys 


Ser 
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Pro Thr Pro Lys Lys Thr Lys s.r s.r s.r Oln Lys Lys — Lys Lys 



130 135 
Lys Asn Trp Il« Pro Leu 
lis 150 



(2) INFORMATIONS POOR LA SEQ ID NO: 801. 

(i) CARACTERISTIOUES DE LA SEQUENCE : 

(A) LONGUEUR: 461 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vlii) POSITION DANS LE GENOME : 790634 .. 792016 
,xi) DESCRIPTION DE LA SEQUENCE, SEQ ID NO: 801, 
M et Ly. II. V.l V.l s.r Ar 3 oly L.u Asp L.u s.r L.u Lys oly Al. 
Pro Ly. olu ser aly Ph. cys oly Lys v.l Asp Pro Thr Tyr v.l S.r 
V,! asp Leu S. Pro Ph. Al. Pro L.u Pro L.u olu v.l Ly, v.l rnr 
Pro oly £> oln v.1 Thr Al* Oly s.r Pro L.u Al. olu Tyr Lys L.u 
P„. £r Oly v.l Ph. XI. Thr s.r Pro v.l Asp oly olu v.l v.! olu 
II. Ar g Ar g Oly A.„ lys A„ Al. L.u L.u Olu II. v.1 II. Lys Lys 
LY s Pro oly II. Sr oln Thr Lys Phe s.r Tyr Asp L.u Oln s.r L.u 
Thr oln Ly. Z L.u L.u olu V.l Phe Lys Lys olu oly L.u Ph. Al. 
L.u Phe Lys Oln „ «o Phe Asp II. Pro Ala L.u Pro Thr olu S.r 
Pro III Asp v.1 Ph. II. -n L.u Al. Asp Asn Ar 3 Pro Ph. * - 
ser V.1 Olu Lys His L 5 .u s.r Leu P.. s.r s.r Lys olu Asp oly Tyr 
,y r lie Ph. v.1 v.1 Oly V.1 ol» Al. II. Al. Lys L.u Phe Oly L.u 
L ys Pro His SI XI. s.r Thr Asp Ar g L.u Thr L.u Pro Thr Oln Asp 
Leu V.1 III XI. Al. His Leu His T*r II. Asp oly Pro Phe Pro S.r 
Oly III Pro ser Thr His II. His His XI. Al. Ar g II. Ar g Asn Olu 
£| Asp V.1 V.1 Ph. Sr II. s.r Ph. Olu olu V.l Leu s.r II. oly 
His Leu Phe L.u Ly. oly Ph. V.l L.u oly Oln oln XI. V.l Al. L.u 
,1. oly s.r III L.u Pro Pro s.r oln Ar g Lys V L.u II. Thr Al. 
W s oly Al. s.r Ph. ser Asp Lu Leu Pro Lys Asp II. - ~ ~ 
Asp olu XI. Thr Leu II. « oly Asp Pro L.u Thr oly Ar g L.u cys 
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305 










310 










*11C 

jIj 










1 1 n 

•J £* u 


Lys 


Lys 


Glu 


Glu 


Asn 


Pro 


Cys 


Leu 


Gly 


Met 


Arg 


Asp 


H.1S 


rp"U -y- 


jl xe 


Thr 






325 










330 










335 




Leu 


Leu 


Pro 


Asn 
340 


Pro 


Lys 


Thr 


Arg 


Glu 
345 


Ser 


Phe 


Ser 


Pne 


Leu 
350 


Arg 


Leu 


Gly 


Trp 


Asn 


Lys 


Leu 


Thr 


Val 


Thr 


Arg 


Thr 


Tyr 


Leu 


Ser 


Gly 


Phe 


Phe 




355 










360 










365 








Lys 


Arg 
370 


Lys 


Arg 


Val 


Phe 


Met 
375 


Asp 


Met 


Asp 


Thr 


Asn 
380 


Met 


His 


Gly 


Glu 


Lys 


Arg 


Pro 


He 


He 


Asp 


Ala 


Glu 


He 


Tyr 


Glu 


Arg 


Val 


Ser 


Ala 


lie 


385 










390 










395 










400 


Pro 


Val 


Pro 


Val 


Ala 
405 


Leu 


He 


He 


Lys 


Ala 
410 


Leu 


Glu 


Thr 


Gin 


Asn 
415 


Phe 


Glu 


Glu 


Ala 


Cys 
420 


Arg 


Leu 


Gly 


Leu 


Leu 
425 


Glu 


Val 


Ala 


Pro 


Glu 
430 


Asp 


Phe 


Ala 


Leu 


Pro 
435 


Thr 


Phe 


He 


Asp 


Pro 
440 


Ser 


Lys 


Thr 


Glu 


Met 
445 


Phe 


Ser 


He 


Val 


Lys 
450 


Glu 


Ser 


Leu 


Leu 


Arg 
455 


Thr 


Gin 


Lys 


Arg 


Met 
460 


Trp 









(2) INFORMATIONS POUR LA SEQ ID NO: 802: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 3 42 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 7 92 059 7 93 084 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 802: 



Val 


Tyr 


Asn 


Phe 


Met 


Thr 


Arg 


Leu 


Pro 


Leu 


Leu 


Lys 


Arg 


Pro 


Arg 


Arg 


1 






5 










10 










15 




Asn 


Arg 


Lys 


Ser 


Ala 


Ala 


Val 


Arg 


Ser 


He 


He 


Gin 


Glu 


Thr 


Gin 


Leu 






20 










25 










30 






Cys 


Ser 


Ser 


Asp 


Leu 


He 


Trp 


Pro 


He 


Phe 


Leu 


Lys 


Asp 


Gly 


Ser 


Gly 




35 










40 










45 








He 


Arg 
50 


Glu 


Glu 


He 


Glu 


Ser 
55 


Met 


Pro 


Gly 


Val 


Tyr 
60 


Arg 


Trp 


Ser 


Leu 


Asp 


Met 


Val 


Ser 


Lys 


Glu 


Leu 


Glu 


Arg 


Leu 


Cys 


Thr 


He 


Gly 


Leu 


Lys 


65 










70 










75 










80 


Ala 


Val 


He 


Leu 


Phe 
85 


Pro 


Val 


He 


Asp 


Ala 
90 


Asn 


Lys 


Lys 


Glu 


Gin 
95 


Phe 


Gly 


Ser 


Tyr 


Ala 


Ser 


His 


Pro 


Tyr 


Asn 


He 


Val 


Cys 


Lys 


Gly 


He 


Gin 




100 










105 










110 






Ala 


He 


Lys 
115 


Lys 


Ser 


Phe 


Pro 


Glu 
120 


Leu 


Cys 


Val 


He 


Ser 
125 


Asp 


He 


Ala 


Leu 


Asp 
130 


Pro 


Phe 


Thr 


Thr 


Ser 
135 


Gly 


His 


Asp 


Gly 


He 
140 


Phe 


His 


Asn 


Asn 


Tyr 


Val 


He 


Asn 


Asp 


Glu 


Ser 


Val 


Arg 


Val 


Tyr 


Gly Gly 


He 


Ala 


Val 


145 










150 










155 










160 


Met 


His 


Ala 


Glu 


Met 
165 


Gly 


Ala 


Asp 


He 


Val 
170 


Ala 


Pro 


Ser 


Asp 


Met 
175 


Met 


Asp 


Gly 


Arg 


Val 


Lys 


His 


He 


Arg 


Glu 


Gin 


Met 


Asp 


Gin 


Met 


Gly 


Phe 




180 










185 










190 
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val Asn Thr Gly II. W» s.r Tyr s.r Al, W W «« 
Tyr Gly Pro Ph. Arg Asp Ala, L.u s.r «r His L.u Glh s.r Gly Asp 
I.ys Arg Thr Tyr Gin Met Asp Pro Al» A.„ Val Glh Glu "« — "J 
S« cys Gin L .u Asp Glu Olu Glu Gly Al, Asp M« v,l M.t II, Lys 
Pro AX* Gly Ph. Tyr L.u Asp Val .1. val Lys Ala Arg Glu Asn Thr 
»U L.u Pro SS Val Al. Tyr Gin v,l s.r Gly olu Ph. s„ M.t II. 
M.t Ala Ala Cys L.u His Gly Trp L.u Ash Lys Glu s.r val II. Lys 

290 „ ,1, r i v Ala Thr Ala lie lie Ser 

Glu Ser Leu Leu Ala lie Lys Arg Ala Gly Ala Thr A ^ 

305 ^r 1 ? olu Tto Leu Ala Lys Asp Ala Leu Pro 

Tyr Ala Thr Pro Trp Val Leu Glu Trp »w ^ 



325 

Phe Glu Arg Ser Val Leu 
340 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 23 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



{v iii) POSITION DANS LE GENOME: 7 93343 .. 794056 
(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 803: 
XI. Asn Leu Leu iyr Arg Ser Phe Leu Met Leu Ser Lys Glu Gly Gly 
ke Ser Glu Glu Gin Arg Ala Arg Leu Ser His Phe Val Thr Asn Leu 
ASP ser Pro fie Phe Ala Leu Lys Asn Leu Pro Glu Val Val Lys Gly 
A la Leu Phe Ser Lys Tyr Ser Arg Ser Thr Leu Gly Leu Arg Thr Leu 
Leu Hu Lys Glu Phe Leu Up Gly Glu Gly Gly Asn Phe Leu Asp Asp 
Sp Gin Gin Asp cys G°iu Leu Gly He Gin Lys Ala Val Asp Phe Tyr 
Arg Arg Val Leu Asp Asn Phe Gly Asp Asp Ser Val Gly Glu Leu Gly 
Oly Ma His III Ala Leu Glu Gin Val Ser Met Leu Ala Ala Lys He 
L eu Glu Asp Ala Arg He Gly Gly Ser Pro Leu Glu Lys Ser ser Arg 
vfl Tyr Phe Asp Gin Lys Val Asn Gly Glu Tyr Leu Tyr Tyr Arg 
1% Pro lie Leu Met T^r Ser Ala Phe Lys Asp Val Phe Leu Asp Thr 
cys Asp Phe Leu Phe Asn Thr Tyr Ser Asp Leu He Pro Gin Val Arg 
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180 

Ser His Phe Glu Lys Leu Tyr Pro 
195 200 
Ala Tyr Thr Val Ser Leu Arg Ala 

210 215 
Leu Leu Pro Ala Ala Thr Leu Thr 
225 230 



185 190 
Lys Asp Pro Glu Val Ser Gin Ser 
205 

Lys Val Leu Asp Cys Leu Arg Gly 
220 

Asn Leu Gly Phe Phe Trp 
235 



(2) INFORMATIONS POUR LA SEQ ID NO: 804: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 04 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 794046 .. 794957 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 804: 







iriiS 




noil 


\j -L y 




Phe 




Gin 


Asn 


Leu 


Leu 


His 


Arg 


Leu 


1 


















J. u 










J. J 




Cjin 


Asp 


Asn 


Ser 


Leu 


Vdl 


Vj J. LI 


Val 


Arg 




He 


Gly 


Glu 


Gin 


Ser 


Leu 








z u 


























Thr 


Glu 


Leu 


Met 


Lys 


He 


He 


Pro 


Ser 


Phe 


Val 


Ser 


Arg 


Ala 


Glu 


Ser 






35 










40 










45 








His 


His 


Tyr 


His 


His 


Gin 


Ala 


Met 


Val 


Asp 


Tyr 


Arg 


Arg 


Ala 


Leu 


Lys 




50 










55 










60 










Glu 


Gin 


Leu 


Lys 


Ser 


Phe 


Ala 


His 


Arg 


Tyr 


Gly 


Glu 


Glu 


Arg 


Glu 


He 


65 










70 










75 










80 


Ser 


Lys 


Glu 


Ala 


Gly 


Val 


Lys 


Leu 


Val 


Tyr 


Gly Asp 


Pro 


Asp 


Gly 


Leu 










85 










90 










95 




Tyr 


Lys 


He 


Ala 


Ala 


Ala 


Tyr 


Met 


Phe 


Pro 


Tyr 


Ser 


Glu 


His 


Thr 


Tyr 








100 










105 










110 






Ala 


Glu 


Leu 


Leu 


Asp 


lie 


Cys 


Arg 


Asn 


He 


Pro 


Asn 


Glu 


Asp 


Leu 


Met 






115 










120 










125 








Arg 


He 


Leu 


Glu 


Ser 


Gly 


Ala 


Ser 


Phe 


Arg 


Glu 


Asn 


Arg 


Arg 


His 


Lys 




130 










135 










140 










Ser 


Pro 


Arg 


Gly 


Leu 


Glu 


Cys 


Ala 


Glu 


Phe 


Ala 


Phe 


Asp 


He 


Thr 


Ala 


145 










150 










155 










160 


Asp 


Phe 


Gly 


Ala 


Tyr 


Arg 


Asp 


Leu 


Gin 


Arg 


His 


Arg 


He 


Leu 


Thr 


Gin 










165 










170 










175 




Glu 


Arg 


Gin 


Leu 


Leu 


Thr 


Lys 


Lys 


Leu 


Gly 


Tyr 


Thr 


Met 


Pro 


Ser 


Gin 








180 










185 










190 






Leu 


He 


Asp 


Thr 


Pro 


Met 


Glu 


Ala 


Pro 


Phe 


Arg 


Gly 


Ala 


Met 


Glu 


Lys 






195 










200 










205 








Ala 


Asp 


Gin 


Ala 


Tyr 


Arg 


Leu 


He 


Ala 


Glu 


Glu 


Phe 


Pro 


Glu 


Glu 


Ala 




210 










215 










220 










Gin 


Tyr 


Val 


Val 


Pro 


Leu 


Ala 


Tyr 


Asn 


He 


Arg 


Trp 


Leu 


Phe 


His 


He 


225 










230 










235 










240 


Asn 


Ala 


Arg 


Gly 


Leu 


Gin 


Trp 


Leu 


Cys 


Glu 


Leu 


Arg 


Ser 


Gin 


Pro 


Gin 










245 










250 










255 




Gly 


His 


Glu 


Ser 


Tyr 


Arg 


Lys 


He 


Ala 


He 


Asp 


Met 


Ala 


Arg 


Glu 


Val 








260 










265 










270 






He 


Gin 


Phe 


His 


Pro 


Ala 


Tyr 


Glu 


Leu 


Phe 


Leu 


Lys 


Phe 


Val 


Asp 


Tyr 






275 










280 










285 
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Ser Glu Thr Asp Leu Oly Arg Leu Gin Gin Glu Ser Arg Lys Lys Ser 



290 



(2) INFORMATIONS POUR LA SEQ ID NO: 805: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 86 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vi ii) POSITION DANS LE GENOME : complement (79 5144 .- 795401) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 805: 
Glu Lys Met Lys Thr Leu He Asp Asn Asn lie Val Arg Phe Lys Asn 
ile ser Lys Thr Lys Gin Gly He Phe Val Asn Phe Gin Val Lys Gly 
Olu Arg Gly H Ala Ser Phe Thr Ala Ser Ile Ala Val Asp He Asp 
Ala Ma Up Val Ser Ala Gly Asp Ser Leu Glu Thr lie Ile Glu Arg 
C ys A°ia Leu Ile Gly He Arg Glu Phe Gin Lys Cys Glu Phe Gin Phe 

65 70 
Asp Gly He He Cys Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 806: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 227 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : 795575 .. 796255 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 806: 
Met Ala Gly Pro Lys His Val Leu Leu Val Ser Glu His Trp Asp Leu 
Phe Phe Gin Thr Lys Glu Leu Leu Asn Pro Glu Glu Tyr Arg Cys Thr 
Ile Gly Gin Sn Tyr Lys Gin Glu Leu Ser Ala Asp Leu Val Val Cys 
olu Tyr ser Leu Leu Pro Arg Oln lie Arg ser Pro Lys ser Leu Glu 
Oly ler Phe Val Leu Val Leu Leu Asp Phe Phe Asp Glu Glu Thr Ser 
Val Asp Leu Leu Asp Arg Gly Phe Trp Tyr Leu He Arg Pro He Thr 
Pro Arg He Leu Lys Ser Ala lie Ser Leu Phe Leu Ser Gin His Ser 
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100 










105 










110 






LeU 


n jl & 


S sr 


Val 


Pro 


Glu 


Ser 


lie 


Arg 


Phe 


Glv 


Pro 


Asn 


Val 


Phe 


Tyr 






115 










120 










125 








Val 






Leu 


Thr 


Val 


Glu 


Thr 


Pro 


Glu 


Glv 


Ser 


Val 


His 


Leu 


Thr 




130 










135 










140 










Pro 


Ser 


GlU 


Ser 


Gly 


lie 


Leu 


Lys 


Arg 


Leu 


Leu 


He 


Asn 


Lys 


Gly Gin 


145 










150 










155 










160 


Leu 


Cys 


Leu 


Arg 


Lys 


His 


Leu 


Leu 


Glu 


Glu 


He 


Lys 


Asn 


His 


Ala 


Lys 










165 










170 










175 




Ala 


He 


Val 


Ala 


Arg 


Asn 


Val 


Asp 


Val 


His 


He 


Ala 


Ser 


Leu 


Arg 


Lys 








180 










185 










190 






Lys 


Leu 


Gly 


Ala 


Tyr 


Gly 


Ser 


Arg 


He 


Val 


Thr 


Leu 


Arg 


Gly Val 


Gly 




195 










200 










205 








Tyr 


Leu 


Phe 


Ser 


Asp 


Asp 


Gly 


Asp 


Lys 


Lys 


Phe 


Ser 


Gin 


Gin 


Asp 


Thr 



210 215 220 

Lys Leu Ser 
225 



(2) INFORMATIONS POUR LA SEQ ID NO : 8 07: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 24 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 7 9 6278 7 97 015 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 807: 



He 


Pro 


Ser 


Tyr 


Ala 


Cys 


He 


Arg 


Ser 


Leu 


Val 


Met 


Val 


Leu 


Ser 


Ala 


1 








5 










10 










15 




Ser 


Leu 


Phe 


Ser 


Pro 


Glu 


Glu 


Phe 


Leu 


Tyr 


Pro 


Glu 


He 


Val 


Ser 


Gin 








20 










25 










30 






Ala 


Glu 


Phe 


Val 


Trp 


Ser 


He 


Leu 


Thr 


Leu 


Leu 


Glu 


Glu 


Lys 


Leu 


Ala 






35 










40 










45 








Ser 


His 


Thr 


Phe 


Ser 


Gly 


He 


His 


Gly 


His 


Leu 


Glu 


Glu 


Gly 


Val 


Tyr 




50 










55 










60 










Leu 


Lys 


Asn 


Lys 


Glu 


Thr 


He 


Glu 


He 


Gin 


Glu 


Gly Ala 


Tyr 


Val 


Glu 


65 






70 










75 










80 


Ser 


Gly 


Ala 


Tyr 


He 


Cys 


Gly 


Pro 


Cys 


He 


He 


Gly 


Pro 


Tyr 


Thr 


Gin 










85 










90 










95 




Val 


Arg 


His 


Gly 


Ala 


Tyr 


He 


Arg 


Gly 


Gly 


Val 


He 


Thr 


Ser 


Ser 


His 








100 










105 










110 






Cys 


Val 


He 


Gly 


His 


Cys 


Ser 


Glu 


He 


Lys 


Asn 


Ser 


Tyr 


Leu 


Gly 


His 




115 










120 










125 








His 


Ala 


Lys 


Ala 


Ala 


His 


Phe 


Ala 


Tyr 


Val 


Gly Asp 


Ser 


Val 


Phe 


Gly 




130 








135 










140 










Ser 


Arg 


Val 


Asn 


Leu 


Gly 


Ala 


Gly 


Val 


Arg 


Cys 


Ala 


Asn 


Phe 


Arg 


Leu 


145 








150 










155 










160 


Asp 


Gly 


Lys 


Thr 


He 


Phe 


Phe 


His 


His 


Ser 


Gly 


Glu 


Arg 


Tyr 


Asp 


Thr 




165 










170 










175 




Lys 


Arg 


Lys 


Lys 


Leu 


Gly 


Ala 


Phe 


Leu 


Gly 


Arg Gly Val 


Ser 


Val 


Gly 






180 










185 










190 






Cys 


Asn 


Thr 


Val 


Leu 


Asn 


Pro 


Gly 


Cys 


Tyr 


Val 


Ala 


Ser 


Ala 


Thr 


Lys 




195 










200 










205 
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IX. «u Pro Ly. s« A S „ Hi, Leu L.u Ar, Asn M» I..u cys M» Thr 
Lys Ei «p «« «*• Lys £ «! Trp II. Trp II. .1. «r 



225 230 
Ala Phe He Asp Arg Lys 
245 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 127 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 796985.-797365 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 808: 
Met Asp Tyr Phe Ser Val Tyr Arg Ser Lys Val olu Lys Lys Leu Arg 
L P ser Leu Gly Asp Phe Gly Asn Thr Gin Gly Gly Leu Arg Asp Pro 
H. Glu Tyr A°ia Leu Leu Gly Gly Gly Lys Arg Val Arg Pro Leu Leu 
Val Gly Leu Phe Ala Glu Gly He His Lys Glu Arg Asp Val Leu Asp 
T *r aL lie Ala He Glu £r lie His Thr Ser Thr Leu He Ala Asp 
Asp Leu Pro cys Met Is P Asp Asp Asp Met Arg Arg Gly Lys Leu Arg 
Phe Thr Lys Leu Leu Met Lys Leu Arg Leu Ser Trp Leu Arg Met Leu 
Leu P h e Gin Leu Leu Met His Glu Phe Val Arg Met Gin Lys Arg 
115 120 

(2) INFORMATIONS POUR LA SEQ ID NO: 809: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 19 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(v iii) POSITION DANS LE GENOME : 797260 . .797856 

(xi ) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 809: 

Arg Gin Ala Ser Val His Lys Ala Phe Asp Glu Ala Ser Ala Leu Leu 

La Ser Tyr Ala Leu He Pro Ala Ala Tyr Ala Arg He Arg Lys Asn 
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(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement (7 97 93 5 7 9842 6 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 811: 



Pro 


Lys 


Ser 
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Pro 


Ala 
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Tyr 
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He 
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Glu 


Lys 


Gly 
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Val 
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Leu 
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Gly 


Gly Val 


He 


Ala 


Tyr 


Gly 


Leu 
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Met 
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Thr 


Gly 


Lys 


Trp 


Arg 


Gly 


Lys 


Leu 


Phe 


Val 


Phe 


Asp 


Asp 
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60 
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Met 


Ala 
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He 


Asp 


Glu 
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Asp 


Pro 


Asn 


Val 


Ser 


Pro 


He 
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Arg 
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Ser 


Leu 
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Asn 


Thr 


Asp 
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Asp 


Thr 


Tyr 


Tyr 


Asn 


Cys 
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Asp 


Cys 


Asn 


Asn 


Leu 


Phe 


He 


Cys 


Cys 


Glu 


Ser 


Cys 


He 








100 










105 










110 






Ala 


Thr 


His 


Lys 


Gly 


Cys 


Cys 


Ser 


Glu 


Glu 


Cys 


Ser 


Gin 


Ala 


Pro 


Arg 






115 










120 










125 








He 


Arg 


Ala 


Phe 


Ser 


Ala 


Glu 


Arg 


Gly Asn 


Lys 


Pro 


Phe 


Arg 


Arg 


Lys 




130 










135 










140 
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Leu 


Cys 


Pro 


Thr 


He 


Glu 


Gin 


Ser 


Cys 


Cys 


Leu 


Lys 


GlU 


Gin 


Glu 
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150 
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Gin 


Pro 
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(2) INFORMATIONS POUR LA SEQ ID NO: 812: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 170 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (798416 . .798925) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 812: 



Asp 


Val 


Phe 


Met 


Glu 


Lys 


Asn 


Tyr 


Tyr 


Ala 


Leu 


Ala 


Tyr 


Tyr 


Tyr 


Phe 


1 








5 










10 










15 




Gly 


Pro 


Val 


Ser 


Asn 


Pro 


Tyr 


Glu 


Glu 


He 


Ala 


Leu 


His 


Lys 


Gin 


Leu 






20 










25 










30 






Phe 


Lys 


Thr 


Met 


Asp 


Val 


Ser 


Cys 


Arg 


He 


Tyr 


He 


Ser 


Glu 


Glu 


Gly 




35 










40 










45 








He 


Asn 


Gly 


Gin 


Phe 


Ser 


Gly 


Tyr 


Gin 


Pro 


Asp 


Ala 


Glu 


Arg 


Tyr 


Met 




50 










55 










60 










Ala 


Trp 


Leu 


Lys 


Gin 


Arg 


Pro 


Asp 


Phe 


Ala 


Ser 


He 


Lys 


Phe 


Lys 


He 


65 








70 










75 










80 


His 


His 


He 


Glu 


Glu 


Asn 


He 


Phe 


Pro 


Arg 


Val 


Thr 


Val 


Lys 


Tyr 


Arg 










85 










90 










95 




Lys 


Glu 


Leu 


Val 


Ala 


Leu 


Gly 


Cys 


Ser 


Val 


Asp 


Thr 


Thr 


Lys 


Gin Gly 
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105 110 



Lys His XI. Ser Glu Olu Trp His Ol« ^ Leu Gin Olu Asn Arg 

cys Leu Val -u Asp Val Arg: Asn Asn tyr Olu Trp Lys XI. Oly His 
Phe Glu Asn Ala Val Leu Pro A sp XI. Olu Thr Phe A r g Olu Phe Pro 
Asp Tyr Ala A sp Arg Su Ala Lys Glu His 



165 170 



(2) INFORMATIONS POUR LA SEQ ID NO: 813: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 209 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vi ii) POSITION DANS LE GENOME : 7 9 93 01 .. 7 99927 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 813: 
Met Ala Arg Tyr cys oly Pro Lys Asn Arg He Ala Arg Arg Phe Gly 
La Asn Xle Phe Oly Arg Gly Arg Asn Pro Leu Leu Arg Lys Pro Asn 
Pro Pro Gly Gin His Gly Met Gin Arg Lys Lys Lys ser Asp Tyr Gly 
LeU Gin Leu Glu Olu Lys Gin Lys Leu Lys Ala cys Tyr Gly Met lie 
L eu Glu Lys Gin Leu Val Lys Ala Tyr Lys Glu Val Val Asn Lys Gin 
fly Asn Val Ala Gin Met Phe Leu Glu Lys Phe Glu Cys Arg Leu Asp 
ser lie Val Tyr Arg Leu Gly Phe Ala Lys Thr He Phe Ala Ala Gin 
01 » Leu Val III His Gly His Val Leu Val Asn Gly Lys Lys Val Asp 
Arg Arg III Phe Val Arg Pro Gly Met Gin Xle Ser Leu Lys Glu 

Lys III Lys Arg Leu Ala He Val Thr Glu Ser Leu Glu A sn Lys Asp 
III ser Ser Leu Pro Ala Tyr Leu Ser Leu Asp Lys Ala Ala Phe Lys 
Gly Glu Leu Val Val Ala Pro Glu Leu Asp Gin lie Ala Ser Gin Leu 
Pro Le u Pro Val Asn Val Ser Val Xle Cys Olu Phe Leu Ser His Arg 



195 

Thr 



(2) INFORMATIONS POUR LA SEQ ID NO: 814: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 27 8 acides amines 
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(B) TYPE: acide amin<§ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 80 002 9 800862 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 814: 

Leu Leu Gly Ala His Thr Ser Ala Ala Gly Gly Leu His Asn Ala Leu 

15 10 15 

Tyr Glu Gly Arg Asp lie Gly Ala Thr Thr Val Gin Leu Phe Thr Ala 

20 25 30 

Asn Gin Arg Gin Trp Lys Arg Arg Ala Leu Thr Gin Glu Met Val Asp 

35 40 45 

Gin Phe Arg lie Ala Leu Asn Glu Thr Ser Leu Ser Tyr lie Met Ser 

50 55 60 

His Ala Gly Tyr Leu Asn Asn Pro Gly Ala Pro Asn Pro Glu lie Leu 
65 70 75 80 

Glu Lys Thr Arg Val Cys Met His Gin Glu He Ala Asp Cys He Ser 

85 90 95 

Leu Gly He Ser Phe Val Asn Phe His Pro Gly Ala Ala Leu Ser Asp 

100 105 110 

Ser Lys Glu Ser Cys Leu Asp Arg Ala He Thr Ser Phe Ser Gin Met 

115 120 125 

Ala Pro Leu Phe Glu Asn His Pro Pro Leu Val Val Leu Leu Glu Thr 

130 135 140 

Thr Ala Gly Gin Gly Ser Leu He Gly Ser Ser Phe Glu Glu Leu Ala 
145 150 155 160 

Tyr Leu He Gin Gly He Lys Ala Leu He Pro He Gly Val Cys Leu 

165 170 175 

Asp Thr Cys His He Phe Ala Ala Gly Tyr Asp He Ser Ser Val Ala 

180 185 190 

Gly Trp Glu Gin Val Leu Lys His Phe Asp Ala Val He Gly Leu Ser 

195 200 205 

Phe Leu Arg Ala He His Leu Asn Asp Ser Val Phe Ala Leu Gly Lys 

210 215 220 

Asn Lys Asp Arg His Ala Pro He Gly Glu Gly Cys He Gly Ser Asp 
225 230 235 240 

Ser Phe Cys Phe Leu Met Gin Asp Glu Arg Thr Arg Met Leu Pro Lys 

245 250 255 

Tyr Leu Glu Thr Pro Gly Gly Pro Asp Leu Trp Thr Lys Glu He Arg 

260 265 270 

Tyr Leu Gin Lys Val Cys 
275 



(2) INFORMATIONS POUR LA SEQ ID NO : 815: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 55 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 801065 80212 9 
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(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 815: 

ri„ Glv Ser Leu Val Arg Ser Leu Phe Asn Leu 
Met Arg Lys Asp Asp Glu Gly ser l 1S 

1 5 , Thr Glv Met Leu Arg Glu lie 

L eu Ser Gly Thr Phe Phe Ser Arg Leu Thr Gly 

val Me t Ala £ ^ - - - ^ ^ ^ « ^ 

Leu Ala S. Arg Thr He Phe Phe Leu Arg Lys Leu Leu Gly Gly Pro 
XX. Leu Gly Leu Ala Phe fie Pro His Phe Glu Phe Leu Arg Ala ^ 
IL lie Ser Arg Ala £ «- - - - Ser Phe ser Arg Phe Phe 

cys ^ ser A la fie Leu Phe Thr Le He He Glu Leu Gly Leu Cys 

100 r- val Thr Gly Ser Leu Phe Asp Thr Leu Phe Leu 
Val Trp cys Ser Cys Val Thr Gly 125 

^ n . \\l « « «• ~ xi. - - -s « lte 
» S - » - S . S «u „. «, - - - - - £ 

£ Pro S .r V. V»X £ »X « - - OX, ~ val « - 

M » *r « - « » - "si ~ ~ ». " t 

X80 „, ^ L ,u Pro Gly V.I Met 

V,l V.1 Gly Ph« II. X-U OlU Trp Al» H- 

,y„ P h . £ Gly Gl» ~ £ «u V,l » GX» OXU ». « « 

« £ « XI. - «. £ .« - Oly « - .« « «r XX. 

S Gl„ « « - - - «P « - « «' - III " 

alu v,l Gly P„ £ - - - - - - ~ ~ SS ^ ~ 

260 , iil phs Thr val M »" pr ° ala 

pro val His Leu Phe Gly W» Gly phe 285 

,1, s« XI cy S Val Gl» « So «. Hi, GX» ox. GXy V M P ~ 

« £ p- « - - » - - "» S M v " 118 t 

s Giy » « - - - - «• a v>i Ma v>i Leu s : 

Hls Giy v.1 P.. S * » ~ - - - - - £ ~ ~ 



Lys Arg Val 
355 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 816: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

\ A \ SSgUEUR: 217 acides amines 

(B) TYPE: acide amine 

(D ) CONFIGURATION: lineage 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME : 802023 802 673 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 816: 



Arg 


Trp 


Gly 


Tyr 


Cys 


irne 


Leu 


Leu 


Cys 


Leu 


\j 1 jr 


iyr 


Glu 


Cys 


iy l 


Met 


1 








c 

J 










1 0 

i \j 










15 




Ser 


Thr 


Glu 


Cys 

z U 


file 


Leu 


Thr 


rp"U. -y- 

mr 


Ala 


Val 


n 1 a 


Til D 


11c 


vai 


\jr 1 *l 


Val 


Leu 


Arg 


Gly 
35 


Tyr 


Ser 


/■*• T 1 T 


Ser 


T1 0 

x le 
40 


lie 


ir A. tJ 


1*1 fci U 


nxd 


Leu 
45 


Ala 


Pro 


Leu 


Val 


Ser 
50 


Ala 


Leu 


pne 


Tyr 


Aia 
55 


Arg 


Arg 


Asn 


ryr 


Lys 
60 


veil 


Irl \J 


Met 


Leu 


Val 


Gly 


He 


lie 


TV "1 _ 

A±a 


Ala 


vai 


vai 


Asn 


ne l. 


Val 


Leu 


Asn 


vai 


lie 


Gly 


65 








70 










75 










80 


Cys 


Leu 


Val 


Cys 


Lys 


c=in 


IT'S 1 

vai 


Aia 


Val 


Leu 


Ala 
nla 


ryr 


A"l » 


mi 


S er 


Leu 








85 










90 










95 




Ala 


Ser 


Trp 


Gly 
100 


Gin 


Leu 


Ala 


Mec 


Leu 
105 


Trp 


Tyr 


Cys 


Ala 


110 


Lys 




Leu 


Pro 


Thr 
115 


Tyr 


Lys 


Gly 


Leu 


Met 
120 


Trp 


Arg 


Thr 


Phe 


Lys 
125 


Glu 


Ser 


Gly 


Lys 


Thr 


Val 


He 


Thr 


Thr 


He 


Leu 


Ala 


Ala 


Val 


He 


Thr 


He 


Gly 


Val 


130 










135 










140 










Asn 


He 


Val 


Thr 


His 


Thr 


Thr 


Tyr 


Val 


Val 


Phe 


He 


Glu 


Pro 


Leu 


Thr 


145 










150 










155 










160 


Val 


Pro 


Thr 


Lys 


Pro 
165 


Leu 


Val 


Ser 


Phe 


Leu 
170 


Asp 


Gin 


Cys 


Gly 


Val 
175 


Phe 


Phe 


Ala 


Glu 


Ser 
180 


Ala 


Leu 


Phe 


Leu 


Ser 
185 


Val 


Leu 


Phe 


Gly 


Leu 
190 


Ala 


Lys 


Leu 


Leu 


Lys 
195 


Thr 


Glu 


Asp 


Leu 


Val 
200 


Asn 


Leu 


Thr 


Ser 


Phe 
205 


Gin 


Tyr 


Trp 


Lys 


Gly 
210 


His 


Gin 


Ser 


He 


Leu 
215 


Arg 


Asn 

















(2) INFORMATIONS POUR LA SEQ ID NO: 817: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 109 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 802920 803246 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 817: 

Met Lys Lys Tyr Phe Tyr Lys Gly Phe Val Gly Ala Leu Leu Leu Ala 

15 10 15 

Cys Gly Ser Thr Asn Leu Ala Phe Ala Gin Ala Ser Ser Met Asp Ser 

20 25 30 

Gin Leu Trp Ser Val Glu Asp Leu Asp Ser Tyr Leu Ser Ser Lys Gly 

35 40 45 

Phe Val Glu Thr Arg Lys Arg Arg Trp Ser Phe Thr Phe Ser Trp Arg 

50 55 60 

Cys Pro Arg Ser Met Asp Leu Cys Lys Arg Gly He Leu Arg Gin Leu 
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n <- 80 
70 75 



Arg Leu Leu Leu Asn Leu Phe Tyr Leu Ser He Val He Val Val Asn 



85 



Ser He Cys Met Trp He Thr Pro Leu Leu He Val Gly 
100 105 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 372 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 803105 .. 804220 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 818: 

L eu Glu Met Ser Ala Leu Asp Gly Phe Met Gin Lys Arg His Leu Glu 

Thr Thr Gin Thr Pro Thr Lys Pro lie Leu Pro He Asn Arg Tyr Arg 

ser Glu Phe Asn Leu Tyr Val Asp ^r Thr Ala Ala Asn Ser Trp Met 

-3 C 40 

Thr ser Lys Met Asn Trp Val Thr He Ala Gly Gly Glu Ser Ser Ala 

Ma fly Leu Asp He A-n Arg Ala Phe Leu Gly Tyr Arg Phe Tyr Lys 

Asn Pro Glu Thr Gin IL Glu Val Phe Ala Glu He Gly Arg Ser Gly 

Leu Gly Asp He IL Asp Ser Asp Val Gin Phe Asn Ser Asn Phe Asp 

inn 105 
Gly lie His Leu Tyr Ala Ala Arg Arg He Ser Glu Vys Leu Pro Phe 

Thr Met He Val His Gly Gly Pro Phe Val Val Asn Met Ala Glu Lys 

Glu Tyr Ala Trp Val Val III Ala He Leu A.» Lys Leu Pro Gly Asn 

Pne val Val Lys Thr Ser Val lie Asp Trp Asn Thr Leu Thr Ala Lys 

Thr Asn Asp Pro Ala Asp Ala Ser Thr Ala Gin Pro Ala lys Pro Asn 

Thr Lys Tyr Asp Tyr Leu Val Trp Gin Trp Leu Val Gly Lys Ser Thr 



200 



91 c 220 
210 21b 



Ala Met III Trp Phe Asn Gly Gin Thr Lys Asn Leu Tyr T*r Tyr Gly 

Pro 
230 

Thr Lys He 
245 250 



Ala Tyr Leu Phe Asn Pro Leu Ala Glu He Pro Glu Asn Trp Lys Gin 
III Thr Thr Thr Pro Ala Thr Lys He Thr Asn Gly Lys Glu Asn His 



Ala Trp Phe He Gly Cys Ser Leu Gly Gly Val Arg Arg Ala Gly Asp 
Trp Ser Ala T^r Val Arg Tyr Glu Tyr Val Glu Ala Leu Ala He Pro 
Glu lie asp Val Ala Gly He lly Arg Gly Asn Gin Met Lys Tyr Gly 



90c 300 

290 29b 
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Phe Ala Gin Ala lie Lys Gin Gly 
305 310 
Phe Thr Asn Tyr Lys Xaa Val Ser 
325 

Asp Ser Val Ser Phe Arg Ala Tyr 
340 

Asp Asn Leu Gly Ser Asp Phe Thr 
355 360 
lie Ser Ser Phe 
370 



Leu 


Asp 


Pro 


Lys 


Glu 


Ser 


Asn 


Gly 






315 










320 


Tyr 


Gin 


Phe 


Val 


Met 


Gly 


Leu 


Thr 




330 










335 




Ala 


Ala 


Tyr 


Ser 


Lys 


Pro 


Ala 


Asn 


345 










350 






Tyr 


Arg 


Lys 


Tyr 


Asp 


Leu 


Gly 


Leu 



365 



(2) INFORMATIONS POUR LA SEQ ID NO : 819: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 350 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 8043 07 8053 56 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 819: 

Gly Phe Phe lie Phe Leu Tyr Cys Met Glu Ser Gly Pro Glu Ser Val 

15 10 15 

Ser Ser Asn Gin Ser Ser Met Asn Pro lie lie Asn Gly Gin lie Ala 

20 25 30 

Ser Asn Ser Glu Thr Lys Glu Ser Thr Lys Ala Ser Glu Ala Ser Ser 

35 40 45 

Ser Ala Ser Ser Ser Val Ser Ser Trp Ser Phe Leu Ser Ser Ala Lys 

50 55 60 

Asn Ala Leu lie Ser Leu Arg Asp Ala lie Leu Asn Lys Asn Ser Ser 
65 70 75 80 

Pro Thr Asp Ser Leu .Ser Gin Leu Glu Ala Ser Thr Ser Thr Ser Thr 

85 90 95 

Val Thr Arg Val Ala Ala Lys Asp Tyr Asp Lys Ala Lys Ser Asn Phe 

100 105 110 

Asp Thr Ala Lys Ser Gly Leu Glu Asn Ala Lys Thr Leu Ala Glu Tyr 

115 120 125 

Glu Thr Lys Met Ala Asp Leu Met Ala Ala Leu Gin Asp Met Glu Ala 

130 135 140 

Asn Ser Asp Pro Ser Asn Asp His Thr Glu Glu Leu Asn Asn lie Lys 
145 150 155 160 

Lys Ala Leu Glu Ala Gin Lys Asp Thr He Asp Lys Leu Asn Lys Leu 

165 170 175 

Val Thr Leu Gin Asn Gin Asn Lys Ser Leu Thr Glu Ala Leu Lys Thr 

180 185 190 

Thr Asp Ser Ala Asp Gin He Pro Ala He Asn Ser Arg Leu Glu He 

195 200 205 

Asn Lys Asn Ser Ala His Gin He He Lys Glu Leu Lys Glu Gin He 

210 215 220 

Ser Asn Tyr Lys Ala Val Leu Thr Asp Val Glu Lys Val He Lys Glu 
225 230 235 240 

Phe Ser Glu Ala Gly He Lys Leu Gly Gin Ala Leu Gin Ser He Val 

245 250 255 

Asp Ala Gly Asp Gin Ser Gin Ala Ala Val Leu Gin Ala Arg Gin Ser 
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265 270 



260 * Tio Ala Ala Thr Lys Lys Leu He Asp Ala Ala 
Asn ser Pro Asp Asn He Ala Ala Tnr y y ^ 

275 t r*i„ r-in His Gin Glu He Ala Asp 

Lys Thr Lys Val Asn Glu Leu Lys Gin Glu His Gin 

Ser III Leu Val Lys Lys Ala Glu Glu Gin 11. Asn Gin Ala Gin Gin 
ill Xle Gin Tnr He Thr Pro Ser Gly Leu -p Xle Pro Xle Val Gly 

Pro ser Gly Ser Gly Xaa Pro Gin Glu Val Arg Gin Glu Arg 
340 J4S 



(2) INFORMATIONS POUR LA SEQ ID NO : 820: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 331 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vii i) POSITION DANS LE GENOME : 805290.-806282 
{xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 820: 
Trp Phe Gly Tyr Ser Tyr Arg Trp Ser Glu Trp Val Arg Xaa Ser Ala 
G ly Ser Ala Ala Gly Ala Leu Lys ser Ser Asn Asn Ser Gly Arg He 
Ser Leu Leu Leu Asp Asp Val Asp Asn Glu Met Ala Ala lie Ala Me, 
Gln Gly Phe Arg Ser Met He Glu Gin Phe Asn val Asn Asn Pro Ala 
T hr Ala Lys Glu Leu Gin Ala Met Glu Ala Gin Leu Thr Ala Met Ser 
Sp Gin Leu Val Gly Ala Asp Gly Glu Leu Pro Ala Glu He Gin Ala 
Xle Lys Asp Ala Leu Ala Gin Ala Leu Lys Gin Pro Ser Ala Asp Gly 
L eu Ala Thr £ Met Gly Gin val Ala Phe Ala Ala Ala Lys Val Gly 
Gly Gly Ser -a Gly Thr Ala Gly Thr Val Gin Met Asn Val Lys Gin 
Leu iyr Lys Thr Ala Phe Ser Ser Thr Ser Ser Ser Ser Tyr Ala Ala 
ifa Leu ser Asp Gly £r Ser Ala Tyr Lys Thr Leu Asn Ser Leu Tyr 
ser Glu Ser Arg HI Oly Val Gin Ser Ala He Ser Gin Thr Ala Asn 
Pro Ala Leu Ser Arg Ser Val Ser Arg Ser Gly Xle Glu Ser Gin Gly 
Arg ser AX* Asp Ala Ser Gin Arg Ala Ala Glu Tnr He Val Arg Asp 
Ser Gin Thr Leu Gly Asp Val Ser Arg Leu Gin Val Leu Asp Ser 

III Met ser Thr He Val Ser Asn Pro Gin Ala Asn Gin Glu Glu He 
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Met 


Gin 


Lys 


Leu 


Thr 


Ala 


Ser 


i ie 


Ser 


Lys 


Ala 


Pro 


pi n 

\sXlx 






xy l 






260 










265 










270 






Pro 


Ala 


Val 
275 


Gin 


Asn 


Ser 


Val 


Asp 
280 


Ser 


Leu 


Gin 


Lys 


Phe 
285 


Ala 


Ala 


Gin 


Leu 


Glu 
290 


Arg 


Glu 


Phe 


Val 


Asp 
295 


Gly 


Glu 


Arg 


Ser 


Leu 
300 


Ala 


Glu 


Ser 


Gin 


Glu 


Asn 


Ala 


Phe 


Arg 


Lys 


Gin 


Pro 


Ala 


Phe 


He 


Gin 


Gin 


Val 


Leu 


Val 


305 










310 










315 










320 


Asn 


He 


Ala 


Ser 


Leu 
325 


Phe 


Ser 


Gly 


Tyr 


Leu 
330 


Ser 













(2) INFORMATIONS POUR LA SEQ ID NO : 821: 

(i) C ARACTERI ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 543 abides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 806453 808081 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 821: 

Lys Lys Tyr Tyr- Trp Asp Arg Phe Ala Thr Ser Thr Thr Val Glu Leu 

15 10 15 

Arg Glu Leu Ala Met Asn Arg He His Arg Thr Gin Gly Ser Leu Thr 

20 25 30 

Asp Tyr Asn Ser Thr Leu Glu Ala He Ala Lys Lys He Ala Lys Pro 

35 40 45 

Asp Ser Ala Thr He Val Ser Gin Val Ala Gin Tyr Glu Gin Phe Lys 

50 55 60 

Met Glu Gin Glu Ala Leu Lys Ala Leu Leu Val Ser Phe Asp Gin Lys 
65 70 75 80 

Ala Asp Gin Arg Tyr Arg Asn Leu He Gin Arg Leu Glu Gin Leu Asp 

85 90 95 

Val Asp Arg Gin Thr Gly Arg Ser He Glu Ser Pro His He Gin Glu 

100 105 HO 

Lys Pro Met Ala Ser Leu Gin Ser Glu Asn Gin Val Val Ala Gin Ala 

115 120 125 

Val Val Gin Ser Asp Ser Ser Met Pro He Phe Thr Gly He Lys Gin 

130 135 140 

Ser Trp Ala Val Arg Leu Val Gin Gly He Arg Glu He Leu Asp Gin 
145 150 155 160 

Leu Leu Val Asp Thr Ser Leu Phe Thr Glu Glu Glu Arg Gly Asp Leu 

165 170 175 

Leu Ala He Arg Met Asp Ala Ala Ser Leu Gin Asp Lys Gin Glu Arg 

180 185 190 

Leu Ser Ala Glu Asp He Arg Ser Leu Leu Ser Leu Ser Asn Asp Val 

195 200 205 

Met Arg Val Leu Gin Lys Ala Ser Val Ser Ser Thr Arg Gin Leu Glu 

210 215 220 

Leu He Gin Ser Leu He Asp He Phe Gly Thr Glu Glu Asn Leu Glu 
225 230 235 240 

Gin Ser Phe Ala Gin Val Arg Leu Glu Asn Phe Gin Ala He Leu Ser 

245 250 255 

Val He Lys Glu Arg Leu Thr Glu Glu Glu Phe Arg Val Phe Gin Glu 
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265 270 



2 60 n 2 !p _ „ Ser Glu Ser His Leu 

val ser Glu Glu IX. s.r ser II. Gin Arg Thr ^ 

Mr pro £ His X!. Glu £ iu "a - V.l Gly «, ^ « - 

M . s - - ~ - - - ~ in Gin ws val I 

£ GI» Arg II. - £ -t w - - - - « »■ Si G1 " 

Ala Tyr Hi. ~ S OXU OX. W Ma « - - « £ « - 

His 31V „ Si ~X Glh Val XI. S.r - -1 S.r « ~ « „ 

s « « S «. - « «» - « 5S " u A " n Pr ° 

Met £S val ser val « £ - -I «. AX. XX. Gly - « - 

is - - « - «« oi ° Gin Gin ss v>1 Asn ila * la - 7 

405 T lm nu Phe Leu Gly Val Leu cys Ala 

S er Leu Gin Gin Gin Gin Leu Asp Glu Phe y ^ 

420 _ , e rln rn^r Gly Leu Leu Glu 

„ ls ..u val v,l val As„ cys o » Asn «. ol« Thr ^y 

Gly L eu £« Glu Ser P.. « Glu - « « f 6 „ L " ™ ^ 
Ph . v.l ,.u Thr Ala jy. S OXn - XI. L» Glh val Cys S.r ,.u 

S£ Gly Ph. val Thr ££ Ala « » « ~ °» S? = " 

485 . ^ a~ pin He Ala Leu Gly Asp 

Tyr Asr. A.P ser Gly Glu Ala Val cy. MP Glu 

01y Ph. His £ val « GXy Thr «.< « Ala Val Ala « s.r Glh 
Ala olu v.l Ph. Xys AXa Arg val Ar fl s.r XI. His s.r Ala s.r 



(2) INFORMATIONS POUR LA SEQ ID NO: 822: 

H) CARACTERISTIQUES DE LA SEQUENCE : 

1a, LONGUEUR: 328 acides amines 

(&) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vill) POSITION DAMS I* GENOME -. 808026 .. 80,009 

(ltl) DESCRIPTION DE I* SEQUENCE : SEQ ID *> : 822, 

„ Ph. ». «- « * « - f„» «" - ^ " 3 X=* 

Lu Glh Ala Asp Lr Glu «. As„ « XL «. », « « ~ - 

w Glu Gl„ ^s S.r « Ph. ,.u Thr W s - Gl„ Thr Glu Xeu Ash 

,1, Gly lys Thr He Ala Glh ^ -» val Glu Al, s.r Pro X..U 
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Pro Ser Ala Val Ala Ser Val Leu lie Asp His Tyr Met Pro Lys Glu 
65 70 75 80 

Val Glu Phe Leu Glu Lys lie Ser Ser Arg Leu Tyr Tyr Gly Asn Lys 

85 90 95 

Gly Ser Asp lie Gly Asn Thr lie Leu Asp Ala lie Ser Leu Tyr Val 

100 105 110 

Asn Ser Ala Thr Tyr Phe Gly Phe Ala Asn Tyr lie Gly Gin Pro Pro 

115 120 125 

Val Val Gly Lys Thr Gly Glu Asn He Phe Ala Gly Ser Ala Asp Asn 

130 135 140 

Ala Lys Ala Lys Leu Asp Glu Glu Arg Lys Gin Val Asp Val Phe Leu 
145 150 155 160 

Glu He Thr Lys Ala Ala Lys Thr Thr Val Thr Asn Gin Gin Ser Ala 

165 170 175 

Val Thr Asp Asp Asp Lys Leu Ser Thr Glu Gin Lys Ala Lys He Asn 

180 185 190 

Ala Glu Leu Thr Gin Tyr Thr Asp Met Leu Asn Ala He Asn Asn Ser 

195 200 205 

Leu Thr Ser Leu Lys Thr Gin Leu Ala Pro Leu Ser Val Ser Thr Val 

210 215 220 

Glu Gly Val Asp Gly Val Phe Glu Val Lys Asn Gly Lys Pro Gly Glu 
225 230 235 240 

Asn Gly Lys Asn Trp Arg Leu Val Leu Gin Thr Leu Glu Asp Thr Val 

245 250 255 

Val Ser Gly Glu Val Gly Ser Pro Thr Asn He Gly Met Phe Gin Met 

260 265 270 

Gin Ala Leu Val His Ser Asn Gin Gin Ala Tyr Ala Asp Met Gly Gin 

275 280 285 

Asn Phe Gin Leu Glu Leu Gin Met His Leu Thr Ser Met Gin Gin Glu 

290 295 300 

Trp Met Val Val Ala Thr Ser Leu Gin Leu Leu Asn Gin He Tyr Leu 
305 310 315 320 

Gly Leu Ala Arg Asn Leu Leu Arg 
325 



(2) INFORMATIONS POUR LA SEQ ID NO: 823: 

(i) C ARAC TER I S TI QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 461 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : OU i 



(viii) POSITION DANS LE GENOME: complement ( 809 07 9 81 0461 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 823: 

Leu Leu Asn Arg Lys He Ser Ser Met Lys Arg Ser Arg Asn Leu Met 

15 10 15 

Thr Ser Gin Glu Val Thr Thr Ser Val Pro Phe Gly Leu Thr Leu Arg 

20 25 30 

Leu Gin Gin Ser Ser Arg Leu Lys Thr Val Thr Thr Asp Glu Val Lys 

35 40 45 

Gin Ala Leu Thr Ser Gin Ala Asn Thr He Val Ser Asp Phe Ser Leu 

50 55 60 

Ala Gin Thr Leu Lys Ser Thr He Asn Lys He Val Gin Glu Asn Gly 
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75 80 



Su Phe Lys Ala Lys - Asp «y XI. - «- - ~ 

85 „ TvC! a ia Thr Leu Asn Pro 

, rp-uy- q« r ser Asn Lys /\xa j-h-l 
Gly Pro Leu Lys Asn Asp Thr Ser be iiQ 

100 Tie Gly Phe Leu Pro Asn He Thr Leu 

lie Leu Leu Asn Phe Gly Ser lie Gly Pn ^ 

to .1. » » Hi, *L S » - - - *» £ - - *. ~ 

ug s: « - «- « - ~ »■ s * sp Gly ^ Leu - 

145 J" 50 r1n Lvs n e Asn Gin Leu Arg Lys Asp Leu 

Gly ser Glu Asn Phe Leu Gin Lys He ^ 

165 t a i« cm Ser Tyr Glu He Arg Ser Leu Pro 
Phe ser Tyr Gin Leu Leu Ala Gin Ser Ty igQ 

180 v-i Ala Ser Val Leu He Asp Arg Tyr Met Pro Gin 
Leu Pro Ser Ala Val Ala Ser vai 2Q5 

Glu xx. iS ™ « « «? « «■ E « SS ^ ^ s " A '" 

Ph . ^° s « « « » - - oln S! 

225 „„, Thr P»e *«> Ph. Al. s.r Ph. V»l Gly Gin Gin 

Val Asn Gly Ala Thr iyr 255 

5** xaa Asp Thr Phe Ser Gly Ser Lys Glu Thr 

Pro Met Thr Ala Met Ala Xaa Asp inr 2?0 

260 , ^ „, n1rl Ala lvs Leu Tyr Leu 

Ala Glu Ala Lys Leu Ala Leu Glu Lys Gin Gin Ala L^ 

275 - Val Gln Glu Gin Met Glu Arg 

Gin Tyr Ala Thr Gin Ala Leu Lys Val Val Gin ^ 

Val Gin Asn Asp Lys Val He Thr Asn Glu Gin Arg Leu Arg He Thr 
As P Ala Leu Lys Gly Tyr Ala Asp Asn Leu Asn Ala He Ser Gly Ser 
325 ^ t~,i cot- val Glv Val Arg 

L eu Val Leu Leu Gin Val Tyr Leu Asn Pro Leu Ser 350 

Asn G ly Asn Gtn Arg Gly Asn Asp Thr Gly Thr Asn Pro Lys Gly Thr 
Ph e His JS Phe Arg Gly Lys Asp Gin Tr P Gin Ala Arg Leu Glu He 
Leu gIu Asp Ala Leu Val Ser Gly Leu Pro Ser Asn He He Ser Gly 
385 390 Asp Gln Gln A ia Tyr 

Gly Leu Phe Pro Leu Gln Ala Ser va 4l5 

405 . nlT , Me t His Met Thr 

Ala Asp Met Gly Gln Asn Tyr Gln Leu Glu Met Gln Met ^ 

420 . ^ Ser L eu Gln He Leu 

Ala Met Gin Gln Glu Trp Thr Val Val Ala Thr ^ 

Asn Gin He Tyr Leu Gly Leu Thr Arg Lys Leu Ala Ser 
450 4b 

(2) INFORMATIONS POUR LA SEQ ID NO: 824: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 426 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



1534 



(viii) POSITION DANS LE GENOME: complement ( 810328 811605 ) 

(xi) DESCRIPTION DE DA SEQUENCE : SEQ ID NO: 824: 

Lys Thr Leu Val Glu Met Cys Ser Met Asn lie Phe Asn Lys lie Asn 

15 10 15 

Ser Val Ser Lys Asp Tyr Thr Lys lie Glu Glu Leu Phe Leu Pro Thr 

20 25 30 

His Lys Asn Lys Thr Phe Cys Met Asn Gin Val Met Gin Phe Gin Lys 

35 40 45 

Thr Glu lie Glu Arg Ser Ala lie Gin Asn Val Leu Ser Leu Leu Asp 

50 55 60 

Leu Asp Asn Asp Val Lys Gly Lys Tyr Glu Gin Leu Val Ala Ser Leu 
65 70 75 80 

Ser Ser Ser Ala Pro Thr Thr Thr Ser Gin Pro Ser Asp Glu Ser Ala 

85 90 95 

Val lie Thr Tyr Asp Pro Pro Ser Ser Asn Pro Leu Tyr Asn Ala Ser 

100 105 110 

Lys Gin Ala Trp Val His Asn Val Leu Val Gly Phe Leu Ser Val Val 

115 120 125 

Asn Glu Ala Lys Thr Lys Ala Thr Glu lie Ala Gly Gin Gin Asn Pro 

130 135 140 

Pro Gin Thr Asp Leu Lys Pro Leu Thr Asp Leu Phe Asp Ser Leu Thr 
145 150 155 160 

Thr Leu Val Asp Lys Ala Asn His Arg Glu Leu Ser Asn Glu Asp Leu 

165 170 175 

Glu Thr Phe Tyr Leu Leu Pro Asp Gin lie Phe Ser Ala lie Gin Thr 

180 185 190 

Phe Pro Phe Glu Gly Asn Gin Lys Val Leu Phe Ser Asn Gin Leu Leu 

195 200 205 

Asp Ser Phe Gly Glu Asp Ala Ser lie Glu Gin Val Phe Ala Asp lie 

210 215 220 

Arg lie Glu Gly Leu Gin Asp Thr Leu Asn Met Val Gin Ser Arg Leu 
225 230 235 240 

Ser Ala Thr Glu Phe Glu Ser Phe Lys Glu Leu Gin Met lie He Asp 

245 250 255 

Thr Leu Arg Glu Tyr Val Glu Pro Phe Asn Asp Glu Gly Phe Asp Thr 

260 265 270 

He Leu Gin Thr Ser Lys Asp Leu Ser Ser Ala He He Asn Ser Ser 

275 280 285 

Leu Ser Ser Asn Asp Lys He Glu Leu Cys Arg Asn He Ala Asp Leu 

290 295 300 

Tyr Arg Asp Gin Val Leu Ser He Lys Asn Leu Asp Asn Val Leu Asn 
305 310 315 320 

Glu Thr He Tyr He Asn Ala Arg Asn Ser Ser Leu Phe Ser Asn He 

325 330 335 

Cys Ser Leu Val Glu Phe He Met Gly Ser Phe Ala Pro He Gly Leu 

340 345 350 

Asn Glu Thr Thr He Glu Val Thr Asn Ala Ser He Ala Gly Ala Leu 

355 360 365 

Gin Ala Val Arg Ala He Asp Thr Arg Phe His Glu Leu Thr Pro Glu 

370 375 380 

Gin Lys Asn Leu Val Asn Glu Thr Val Lys Lys Leu Asp Asp Phe Ser 
385 390 395 400 

Gly Gly Asn Tyr He Gly Ala Phe Trp Ala Tyr Phe Thr Ser Ala Thr 

405 410 415 

Val Val Ser Ser Lys Asp Cys Asp Asn Arg 
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425 

420 



(2) INFORMATIONS POUR LA SEQ ID NO: 825: 

(i > CARACTERISTIQUES DE LA SEQUENCE : 

A, LONGUEUR: 206 acides amines 

ce\ TYPE: acide amine" 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 811725 .. 812342 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 825: 

m , z^rrr Val Tyr Leu Arg Leu Asn 

,„ L..U «Y «" — =1U to* ^ » Ila 

1 5 , D „ D Tvs AS n Gin Ala Arg Pro Ala lie 

Ser Ala Asn Pro Cys ser Asp Phe Lys Asn 3o 

20 * G1V Leu Tyr Val Leu Arg Arg Leu Ala 

Asp Met Glu Glu Leu Asn Ser Gly Leu y 45 ^ 

35 4 ° v »i xaa Ser Val Val Asn Pro 

Val Ala Leu Glu Ala Gly Tyr Xaa Gly Val Xaa Ser 

Ser Asn Arg Val P*e Pro Gly Oly Asp Tr P Gly Val Arg Arg Ala Ala 
ly ser T,r Pro Ala Gly T,r lie Ser Gly Ser .r Xaa Ala 

Z xi. * - - - - - - ~ vai Thr * s Thr p 

100 Ile Glu Asp Val Pro Glu Val Pro Met Thr Gin 

Ser Leu Asn Ala Leu He Glu Asp v ^ s 

« - £ - « - a s val Leu M,t ~ s " ~ r. 

w , Z « «. « « £ «u - - ~ ~ ~ A1 * s " iS 

» 5 A„ ol" s.r II. — Thr i=l II. W G1 " 

Tyr Ala Pro ser ASP 1« ^ 

olu l.y. «u «» om Glu Oiy W MP W ™ ™ „„ 

180 ,-i„ v.l Ile olu I.ys s« L« u 

Ala Gin Gly Ala s« W Gln ™£ 2»5 

195 

(2) INFORMATIONS POUR LA SEQ ID NO: 826: 

M) CARACTERISTIQUES DE LA SEQUENCE: 

LONGUEUR: 398 acides amines 
(&) TYPE: acide amine 
(D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : 812329 .. 813522 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 826: 
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Arg Ser Leu Trp 
1 

Asp Thr His Val 
20 

Glu Asn lie Gin 
35 

Val Pro Asp Ser 
50 

Leu Val Leu Gin 
65 

Glu Pro Ala Leu 

Met lie Pro Phe 
100 

Asn Thr lie Tyr 
115 

Tyr Tyr Leu Thr 
13 0 

Lys Ala Phe Gin 
145 

Val Glu Glu Gin 

Gin Ala Gin Ala 
180 

Asn Asp Asn Gin 
195 

Cys Tyr Ala Gly 
210 

Ser Ala Gly lie 
225 

Leu Asn Asn Ala 

Met Ala Ala Tyr 
260 

Val Ser Glu Asp 
275 

Leu Lys Lys Glu 
290 

Glu Leu Lys Thr 
305 

Asn Phe Ser Asn 

Thr Val Ala Val 
340 

Lys Ala Ser Glu 
355 

Asn Gin Thr Tyr 
370 

Phe Tyr Arg Glu 
385 



Ala Asp Tyr Glu 
5 

Lys Glu Ala Leu 

Glu Met Leu Asp 
40 

Leu Thr Lys Glu 
55 

Ala Trp Met Glu 
70 

Gly Gly Ser Lys 
85 

Ala Lys Gin Ser 

Thr Gin Ala Ala 
120 

Arg Gin Asp Ala 
135 

Gin Ala Thr Gin 
150 

lie Lys Glu Leu 
165 

Ser Leu Glu Ser 

Lys Phe Thr Ser 
200 

Leu lie Ala Leu 
215 

Ser Leu lie Thr 
230 

His Thr Ala Gin 
245 

Cys Glu Val Ala 

Thr Val Leu Gin 
280 

Lys Phe Phe Glu 
295 

Asn Tyr lie Thr 
310 

Phe Val Asn Thr 
325 

Arg Glu Ala Gin 

Tyr Leu Asn Thr 
360 

Asp Thr Leu Asp 
375 

Tyr Thr Phe Phe 
390 



Lys Tyr Tyr Val 
10 

Trp Lys His Arg 
25 

Gin Cys Leu Asn 

Asn lie Asn Asp 
60 

Ala Phe Asn Asn 
75 

Glu Val lie Asp 
90 

Ser Asn Leu Ser 
105 

Leu Pro Pro Pro 

Gly lie Cys Lys 
140 

Asn Leu Gin Ser 
155 

Glu Val Lys Lys 
170 

Met Leu Glu Gly 
185 

Val Arg Leu Thr 

Ser Gin lie Thr 
220 

Gin Tyr Val Asp 
235 

Thr Leu Ala His 
250 

Glu Cys Thr Met 
265 

Lys Val Lys Asp 

Ser Phe Thr Leu 
300 

Ser Thr Asn Asn 
315 

Val lie Thr Glu 
330 

Ser Leu Leu Thr 
345 

Phe Gin Ser Glu 

Pro Ala Lys Ala 
380 

Thr Cys Thr Gly 
395 



Asp Glu Tyr Phe 
15 

Ala Ser lie Gly 
30 

Leu Gly Leu Asp 
45 

Ala Asn Ala Lys 

Ala Met Glu Val 
80 

Ser Val Leu Lys 
95 

Asp Thr Asp lie 
110 

Glu Val Met Asp 
125 

Gly Glu Val Val 

Val Arg Ser Asn 
160 

Thr Ser Phe Leu 
175 

Val Lys Arg Leu 
190 

Ser Val Met Glu 
205 

Asp Val Leu Asp 

Lys Phe Leu Lys 
240 

Val lie Ser Tyr 
255 

Ala Ser Thr lie 
270 

Lys Trp Asn Glu 
285 

Pro Asp Asp Asn 

Val Cys Arg Ala 
320 

Lys lie Asn Leu 
335 

Glu Phe Gin Gly 
350 

lie Asn Thr Leu 
365 

Ser Phe Asn Tyr 
Cys Arg 



(2) INFORMATIONS POUR LA SEQ ID NO: 827: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 106 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 

(Viii) POSITION DANS LE GENOME: 813455 .. 813772 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 827: 

He Gin Pro Lys Leu Leu Leu He Thr Ser Thr Gly Ser Thr Pro Ser 

Lu Arg Ala Gin La Val Asp Ser Trp He Asp Ser Tnr Ser Leu Gly 

ser Ala Phe fie His Leu He Leu Asn Thr Gin He Pro Lys Gin Glu 

Asn Phe Leu Asn Pro Leu He Gin Glu Val Asn Phe Asn Asn Val Ala 

' 50 * tL Te.ii ser He Thr Asn Asn Phe Ser Thr 

Ala Asn Ala Val Asn Asp Leu Leu Ser lie in QQ 

65 1° To „ <se>r ser Tvr Leu Val Glu Ser Lys Ala 

Ser Ser Val Tyr Tyr Asn Leu Ser Ser ryr u ^ 

Arg Lys Arg Phe fie Leu Trp Gly Phe Leu 



100 



(2) INFORMATIONS POUR LA SEQ ID NO: 828: 

(i) C ARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 201 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(Viii) POSITION DANS LE GENOME : 813732.-814334 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 828: 

Lys Ala Arg Gin Gly Lys Asp Leu Phe Cys Gly Asp Phe Phe Glu Phe 

Met Gly Ala Leu Ala Lys Glu His Glu Tyr He Val Arg Asp He Lys 

^° rm val Phe Gly Glu Ala Leu Leu Ala Arg Val 

Ser cys Tyr Arg Ala Glu Val pne i=iy ^ 

Olu Ala lL Ala oln sly His w val Thr Asp Ala Lys Ala Asn S.r 
M .t Arg: Thr oln Al. Asn "u Tyr L.u s.r Phe II. Ar g II. II. Val 
G L am «- Ala V»l L.u Asp s.r L.u L~ Ar g s.r L.u Asn Tyr olu 
val olu Lys Ly» Asp Asn Asn Tyr «p Ly. Asp Lys Tyr Ly. II. Thr 
«y Pro Tnr Asp Trp II. s.r Thr L.u Ala S.r L.u Olu Oly Tyr Ala 
val Asn "ly Ph. Asp Asn Ala s.r L.u s.r oly oly L.u Oly Pro M.t 
„ is Tnr L.u V,l oin Thr » oln His Asp Tyr L.u Thr 01» S.r oln 

^ Oln Oln ,.u Asn «u oln Asn oln «.t Thr As. II. oln oln olu 

165 170 
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Trp Thr Leu Val Ser Thr Ser Met Gin Val Leu Asn Gly lie Leu Ser 

180 185 190 

His Leu Ala Ala Glu lie Tyr Ser Asn 
195 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 829: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 300 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lin£aire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 8143 14 815213 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 829: 

Phe Phe Leu Glu Val Ser Thr Met Ala Ala Thr Val Pro lie Ala Ser 

15 10 15 

Pro Val Gly Arg Leu Leu Ser Ser Ala Thr Ala Thr Thr Leu Arg Gly 

20 25 30 

Asn Ala Thr Ser Leu Arg Ser Lys Leu Ser Ser Val Asn Asp Leu Phe 

35 40 45 

Asp Leu lie Ser Ser Ser Cys Thr Leu Ala Arg Val Thr Pro Arg Thr 

50 55 60 

Thr Val Ser Xaa Thr Gin Gin Gin Gin Leu Ser Thr lie Glu Thr Thr 
65 70 75 80 

Leu Gly Ser Ala Lys Ser Ala Ser Asn Ala Val Gin Ala Xaa Cys Gly 

85 90 95 

He Val Gin Leu Leu Thr Gly Gly Leu Phe Phe Lys Thr Asn Pro Asp 

100 105 110 

Gly Ser Phe His Leu Asp Leu Val Ser Gin Gin Arg Thr Leu Leu Ser 

115 120 125 

Pro Leu Ser Leu Val Ser Lys Val Thr. Arg Leu Ala Ser Lys Val Leu 

130 135 140 

Gly Thr Val Lys Phe Met Gly Ser Gin Thr Phe Pro Val Tyr Gin Leu 
145 150 155 160 

Gly Ala His Ala Thr Gly He Gly Leu Ser Ala Ser Ala Phe Gly Thr 

165 170 175 

Val Ser Pro Pro Ser Met Ser Gin Lys Thr Gin Glu Lys Phe Ser Gly 

180 185 190 

Thr Ser Asn Arg He Asn Leu Gin Lys Glu His Leu Lys Lys Thr Ala 

195 200 205 

Ser Trp His Val Leu Lys Glu Leu Val Gin Val Cys Ser Thr Cys Phe 

210 215 220 

Ala Ala Ser Trp Thr Cys Trp Leu Arg Leu Ser Val Ser Ser Ala Met 
225 230 235 240 

Gin Phe Leu Gin His Leu Trp Glu Cys Thr Pro Leu Leu Leu Trp Val 

245 250 255 

Ser Ser Ala Ser Tyr Leu Leu Trp Glu Met Leu Phe Phe Leu Ser Leu 

260 265 270 

Phe Lys Val Cys Lys His His He Leu Glu Ala Arg Arg Tyr He Ser 

275 280 285 

Ala Ser Xaa Phe Leu He Arg He Asn Phe Arg Cys 
290 295 300 
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(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 161 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 8143 9 6 . .814878) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 83 0: 
Trp lie Phe Pro Pro Arg Ser Cys Pha Ala Thr Lys Asn Pro Pro Val 
Ser Thr He Thr Cys Gin Gin Ser Asn Ser Phe Ser Gin Gin Ser Ser 
Arg Asn Arg He His Gly Leu Pro Asn Phe Pro Cys Leu Pro Val 

Oly cys tL Arg Asn Trp ,yr Trp Leu He Cys Phe Cys Val Trp Asn 
cys G°in ser Ala Phe Asp Val Ala Glu Asn Ser Arg Glu Val Leu Gly 
fsn Leu Lys Gin Asn Lys Pro Thr Glu Gly Thr Ser Lys Glu Asn Gly 
Ph e Met Ala Arg Leu Lys Arg Ala Arg Ala Ser Met Phe Asn Leu Leu 
Cys Ser He Leu Asp Leu Leu Ala Gin Ala Phe Cys Phe He Ser Asp 
Ala Val Ser Thr Ala Phe Met Gly Val His Thr Ala Phe He Val Gly 

lie III Cys Phe Leu Ser "la Leu Gly Asn Val He Leu Ser lie Ala 

150 155 



145 
Phe 



(2) INFORMATIONS POUR LA SEQ ID NO : 831: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 87 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : complement ( 815428 815 688 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 831: 
Pro Gin Lys Arg Pro Ser Ala Glu Lys Arg Val He Thr Ser Lys Lys 
iys Gin Leu Arg Ln Gin Ser Phe Lys Ser Lys Val Arg Thr He Leu 
Lys Lys Phe G°iu Leu Ala Val Gin Ser Gly Asp Val Glu Ser He Ser 



35 
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Ala Gly Leu Arg Ser Val Tyr Ser lie Ala Asp Lys Ala Val Lys Arg 

50 55 60 

Gly lie Phe Lys Lys Gly Lys Ala Asp Arg Val Lys Ser Arg Ala Ser 
65 70 75 80 

Glu Arg Ala Cys Pro Ala Ala 
85 



(2) INFORMATIONS POUR LA SEQ ID NO: 832: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 447 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 816116 817456 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 832: 

Ser lie Pro Lys Phe Ala lie Cys Arg Asp lie Val Trp Gly Cys Thr 

1 5 10 15 

Ala Gly Met Gin Tyr Val Met Gly Arg Thr Asn Ser Met Thr Arg Gly 

20 25 30 

Phe Leu Asn Lys Arg Arg Val Leu Glu Lys Cys Arg Thr Ala Lys Gin 

35 40 45 

Lys lie His Tyr Cys lie Ser Arg Tyr Phe His Tyr Leu Pro Pro Val 

50 55 60 

Leu Ala lie Leu Leu Pro lie Gly Ser Trp Pro Phe Leu Ser Glu Gin 
65 70 75 80 

Gin Trp Trp Cys Gly Ser Phe Leu Phe Pro Val Val Ser Ser Leu Gly 

85 90 95 

Trp Leu Phe Ala lie Gly Arg Arg Glu Arg Gin Leu Arg Ala Ala Ala 

100 105 110 

Gly Gin Leu Leu Glu Ala Lys lie Arg Lys Leu Thr Glu Gin Asp Glu 

115 120 125 

Gly Leu Lys Asn lie Arg Glu Thr lie Glu Lys Arg Gin Lys Glu Thr 

130 135 140 

Asp Arg Leu Lys Leu His Asn Asp Lys Leu Val Glu Gin Leu Gly Gin 
145 150 155 160 

Ala Arg Glu Val Phe He Gin Ala Lys Gly Arg Tyr Asp His Met Glu 

165 170 175 

Glu Leu Ser Arg Arg Leu Lys Glu Glu Asn Gin Gin Leu Gin Met Gin 

180 185 190 

Leu Glu Ala Ala Val Arg Glu Arg Asn Glu Lys He Leu Glu Asn Gin 

195 200 205 

Glu Leu Leu Gin Glu Leu Lys Glu Thr Leu Ala Tyr Gin Gin Glu Leu 

210 215 220 

His Asp Glu Tyr Gin Ala Thr Phe Val Glu Gin His Ser Met Leu Asp 
225 230 235 240 

Lys Arg Gin Ala Tyr He Gly Asn Leu Glu Ala Lys Val Gin Asp Leu 

245 250 255 

Met Cys Glu Leu Arg Asn Leu Leu Gin Leu Glu Met Gly Ala Lys Thr 

260 265 270 

Asn Leu Pro Gly Lys Pro Val Ala Ser Arg Asp Val Val Ala Gin Leu 

275 280 285 

Val Leu Glu Phe Arg Lys He Val Phe Arg Val Glu Thr Thr Glu Ala 
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Ala Asp ser Leu Tor XX; ~ *, TV, -r S ~ Asp «o s.r A a 
Si As„ Tyr ser Leu Ala cys Ar 3 OX. - - « ~ S 

ox« as„ « ox, «« Leu - »« ^ 5 ~ "» "* 15 "~ 

P h . Leu Pro 2£ Leu cys Leu - « «* ~ ™ SI W " U 

355 „ „ cm s.r Asp val Val Leu Glu Gly P»» «» Gln 

M p Phe Leu Asr, Arg Glu ser Asp v ^ 

TrP oI° m « - «- £ «- « »» £ Glu Ar9 s " G1Y «• 

iS V,I XX. Lys « Lys - ~ «V £ ™ - W Ifs ^ 

405 , _ nlT , u^c He Leu Gly Val 

Val val Thr Leu Asp Lys Gly Pro Phe Ala Gin His ^ 

*f Tv «. Ala Ser Phe Phe Thr Asn Leu Ser Tyr He 
Leu Tyr Pro Ala Lys Ala Ser ^ 



435 



(2 ) INFORMATIONS POUR LA SEQ ID NO : 833 : 

(i ) CARACTERISTIOUES DE LA SEQUENCE : 

(A) LONGUEUR : 571 acides amines 

(B) TYPE: acide amine 

(D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viiU POSITION DANS LE GENOME: 817 608 .. 819320 
(xl) DESCRIPTION DE LA SEQUENCE: SEQ. ID NO, 833, 

M . t Arg Met Asp »r L.u »P ~ OXn Ala Al, Glu «■ - - «» 

Glu ne gi„ u «. - «» r Leu Vil " r LYS ASP 

oln Gly *- II. - Tyr Glu f u He Asn Glu XX. Leu « Pro ~ 
P*. Asp Sr Pro OXU OX. ». -P - val L.u IX. - - AX, Gly 
M « t Asp Val GX» Val Leu « OXn AX. Asp Val Glu Arg OX. Lys OXU 

frg Lys Lys GXu Ala Lys GXu Leu GXu Gly L.u Al, Lys Arg ser OXu 
ox, »r Pro Asp asp Pro val «. « Tyr Lou Lys Glu £ GXy Thr 

100 X V Tr n Tle ser Lys Arg He 

val Pro Leu Leu Thr Arg Glu Glu Glu Val Glu He Ser 

115 , „i rip Glu Arg lie He Leu Arg Phe Arg Tyr 

Glu Lys Ala Gin Val Gin lie Glu Arg ^ 

130 135 Tlo Ala Gln Tyr Leu He Asn Gly Lys 

ser Thr Lys Glu Ala Val Ser He Ala Gin Tyr 16Q 

145 «, As o Lvs lie Val Ser Glu Lys Glu Val Glu Asp Lys Thr 

Glu Arg Phe Asp Lys lie vaj. 175 

165 T Tio <!pr Leu Leu Lys Glu Glu 

His Phe Leu Asn Leu Leu Pro Lys Leu He Ser Leu Y q 

180 XtS ° 
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Asp Ala Tyr Leu Glu Glu Arg Leu Leu Ala Leu Lys Asp Pro Ala Leu 

195 200 205 

Ser Lys Pro Asp Gin Ala Arg Leu Asn Asp Glu Leu Glu Lys Cys Arg 

210 215 220 

He Arg Thr Gin Ala Tyr Leu Arg Cys Phe His Cys Arg His Asn Val 
225 230 235 240 

Thr Glu Asp Phe Gly Glu Val Val Phe Lys Ala Tyr Asp Ser Phe Leu 

245 250 255 

Gin Leu Glu Gin Gin He Asn Asp Leu Lys Ala Arg Ala Glu Arg Asn 

260 265 270 

Lys Phe Ala Ala Ala Lys Leu Ala Ala Ala Arg Arg Lys Leu His Lys 

275 280 285 

Arg Glu Val Ala Ala Gly Arg Thr Leu Glu Glu Phe Lys Lys Asp Val 

290 295 300 

Arg Met Leu Gin Arg Trp Met Asp Lys Ser Gin Glu Ala Lys Lys Glu 
305 310 315 320 

Met Val Glu Ser Asn Leu Arg Leu Val He Ser He Ala Lys Lys Tyr 

325 330 335 

Thr Asn Arg Gly Leu Ser Phe Leu Asp Leu He Gin Glu Gly Asn Met 

340 345 350 

Gly Leu Met Lys Ala Val Glu Lys Phe Glu Tyr Arg Arg Gly Tyr Lys 

355 360 365 

Phe Ser Thr Tyr Ala Thr Trp Trp He Arg Gin Ala Val Thr Arg Ala 

370 375 380 

He Ala Asp Gin Ala Arg Thr He Arg He Pro Val His Met He Glu 
385 390 395 400 

Thr He Asn Lys Val Leu Arg Gly Ala Lys Lys Leu Met Met Glu Thr 

405 410 415 

Gly Lys Glu Pro Thr Pro Glu Glu Leu Gly Glu Glu Leu Gly Phe Thr 

420 425 430 

Pro Asp Arg Val Arg Glu He Tyr Lys He Ala Gin His Pro He Ser 

435 440 445 

Leu Gin Ala Glu Val Gly Asp Gly Gly Glu Ser Ser Phe Gly Asp Phe 

450 455 460 

Leu Glu Asp Thr Ala Val Glu Ser Pro Ala Glu Ala Thr Gly Tyr Ser 
465 470 475 480 

Met Leu Lys Asp Lys Met Lys Glu Val Leu Lys Thr Leu Thr Asp Arg 

485 490 495 

Glu Arg Phe Val Leu He His Arg Phe Gly Leu Leu Asp Gly Arg Pro 

500 505 510 

Lys Thr Leu Glu Glu Val Gly Ser Ala Phe Asn Val Thr Arg Glu Arg 

515 520 525 

He Arg Gin He Glu Ala Lys Ala Leu Arg Lys Met Arg His Pro He 

530 535 540 

Arg Ser Lys Gin Leu Arg Ala Phe Leu Asp Leu Leu Glu Glu Glu Lys 
545 550 555 560 

He Gly Ser Gly Lys He Lys Ser Tyr Lys Asn 
565 570 



(2) INFORMATIONS POUR LA SEQ ID NO: 834: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 0 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 
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(Vili) POSITION DANS LE GENOME: 819324 .. 819713 

(Xi> DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 834: 

s.r cy, cv» Leu Oln G1Y V.1 L.u L.u Tyr Ar„ L.u A.p II. Al. Asp 

ke «. V.I Trp V.I s.r lie OX, v.1 S«r «X» OX= Olu Ar 0 His W r 

Pro cm Pro Leu V.1 S.r L.u s.r « - »- «■ olu *" 

Lys AX. Trp s.r Thr A.P W. V.I ser Asp s.r V.1 c y s * XX. <=Xu 

L .u V.1 SO, Leu n. Olu Olu V.1 Me ™ « » «• 

g. olu Ar g L.u Al. II V.1 Leu Leu olu Lys lie olu ,y. AX. L.u 

,1. c ly Cl„ v,l fer «. He Asp Leu Ar g V.I s.r L y s olu Ar g Pro 

Pro xx. Pro Asp L.u L.u s.r Pro v.! ser P„e s.r II. s.r Ar 9 clu 



115 

Val Pro 
130 



(2) INFORMATIONS POUR LA SEQ ID NO: 83 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 233 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

{viii) POSITION DANS LE GENOME: 8197 04 .. 820402 

(xi , DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 835: 

Arg Gl y Ala Met Thr Ser Trp Asn Phe Val Cys Leu Ser Leu Gly ser 

Asn Leu Gly Asn Arg His Glu His lie Arg Arg Ala Tyr Ala Ser Leu 

Lys L ys Ala G°iy He Arg Asn Leu Lys Ser Ser Val XX. * Glu Thr 

Lys Ala Leu Leu Leu Glu Gly Ala Pro Lys Glu Trp Asp Leu Pro Tyr 

Phe Asn ser Val Val He Gly Glu Thr Gin Leu Ser Pro Asp Glu Leu 

65 7 ° ,., „,„ o eT - Ara Phe Gly Gin Asp Ala Ser 

He Glu Glu He Lys Met He Glu Ser Arg Pne y ^ 

85 „ Tlo He Asp Val Leu Phe Tyr Gly 

Leu Lys Trp Gly Pro Arg Pro He Asp He Asp ^ 

*sp Slu Al. Ill ser W His ser Asp Lys cys « XI. Pro His Pro 
Lys v.1 L.u olu Ar g Pro P ?| XX. Leu s.r M.r Met AX. ser L.u c y s 

130 r Mn ri^ ser Ser Cys Asn Gly Lys Thr 

Pro Tyr Arg Arg Phe Arg Leu Glu Gly Ser ser y 16Q 

145 150 
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Phe 


Ala 


Glu 


Leu 


Ala 


Ala 


He 


Tyr 


Pro 


Leu 


Thr Glu 


Glu 


Asp 


Ala 


Leu 










165 










170 








175 




Gly 


Ser 


Phe 


Gly 


Ser 


Ala 


Thr 


Gin 


He 


Met 


Gly He 


Val 


Asn 


He 


Thr 






180 










185 








190 






Asp 


Asn 


Ser 


lie 


Ser 


Asp 


Thr 


Gly 


Leu 


Phe 


Leu Glu 


Ala 


Ser 


Arg 


Ala 




195 










200 








205 








Ala 


Ala 


His 


Ala 


Glu 


Arg 


Leu 


Phe 


Ala 


Glu 


Gly Ala 


Ser 


He 


He 


Asp 




210 










215 








220 










Leu 


Gly Ala 


Gin 


Gin 


Pro 


He 


Leu 


Val 















225 230 



(2) INFORMATIONS POUR LA SEQ ID NO : 83 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 22 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 82 037 5 . . 82 1 0 61 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 83 6: 

Phe Arg Gly Ala Thr Thr Asn Pro Arg Val Lys Asp Leu Gly Ser Val 

15 10 15 

Glu Gin Glu Trp Glu Arg Leu Glu Pro Val Leu Arg Leu Leu Ala Glu 

20 25 30 

Gly Trp Gly Ala Ala Gin Gin Cys Pro Asp Val Ser He Asp Thr Phe 

35 40 45 

Arg Pro Glu He He Arg Arg Ala Val Glu Val Phe Pro He Arg Trp 

50 55 60 

He Asn Asp Val Ser Gly Gly Ser Leu Glu Met Ala His Leu Ala Lys 
65 70 75 80 

Glu Phe Gly Leu Arg Leu Leu He Asn His Ser Cys Ser Leu Pro Pro 

85 90 95 

Arg Pro Asp Cys Val Leu Ser Tyr Glu Glu Ser Pro He Glu Gin Met 

100 105 HO 

Leu Arg Trp Gly Glu Ser Gin Leu Glu Gin Phe Ala Gin Val Gly Leu 

115 120 125 

Asp Thr Ser Trp Gin Val Val Phe Asp Pro Gly He Gly Phe Gly Lys 

130 135 140 

Thr Pro Val Gin Ser Met Leu Leu Met Asp Gly Val Lys Gin Phe Lys 
145 150 155 160 

Arg Val Leu Glu Cys Pro Val Leu He Gly His Ser Arg Lys Ser Cys 

165 170 175 

Leu Ser Met Leu Gly Arg Phe Asn Ser Asp Asp Arg Asp Trp Glu Thr 

180 185 190 

He Gly Cys Ser Val Ser Leu His Asp Arg Gly Val Asp Tyr Leu Arg 

195 200 205 

Val His Gin Val Glu Gly Asn Arg Arg Ala Leu Ala Ala Ala Ala Trp 

210 215 220 

Ala Gly Met Phe Val 
225 



(2) INFORMATIONS POUR LA SEQ ID NO: 837: 
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(i ) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 159 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(v iii) POSITION DANS LE GENOME : 821061 .. 821537 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 837: 

Met lie Gin Ala Tfcr Gl y He Val Ala lie Asp Pro Arg -V ™ 

J ly Ala Leu Gly ^ -u Pro Trp Ser ^ Pro Glu A S p Leu Arg P*e 

Ph e Ala Glu Tnr He Arg Asn His Pro He He Me, Gly ~U ^ 

Trp Glu Ser Leu Pro Asp Lys Tyr L y s His Gi y Arg Asp He Val Val 

50 _ p*i _ rvs ne Gly Val Ser Ser Phe 

Phe Ser Arg Arg Met His Pro Pro Gin Cys He y 80 

£. Olu ^ Gly - L°eu Ser Leu Asn His Pro Pne Leu He Gly Gly 
Ala Glu Leu P,e Glu Ser P*e P*e Gin Gin Asn Leu Leu Lys Ala Cys 

1°° m, nv Asr> Thr Phe Phe Pro 

ph. V.1 Thr His He Lys Lys Lys Tyr Trp Gly Asp 

XX. Thr £ X- « Oly Trp Ly. Lys - Cy, XI. cys Asn Thr olu 

MP Pn" ser XX. Tyr Tyr Tyr olu Asn Ash s.r Asp GXn Ash Thr 

145 15 

(2 ) INFORMATIONS POUR LA SEQ ID NO: 83 8: 

(i ) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 19 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vi ii, POSITION DANS LE GENOME: 821646 .. 822239 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 838: 
S.r Ala V,I Ala Asp Ala Aro « cys Lys Ala Glu L.u lie Lys Lys 
Glu Ala Asp AX, Tyr Leu Ph. cys Glu Lys ser Gly lie Tyr L.u Thr 
L ys Lys Glu Gly II. Leu Xle Pro ser Ala Gly XX. Asp GXu s.r Asn 
^ ,sp lln Pro Ph. val Leu Tyr Pro Lys Asp XX. L.u Gly Ser cys 
« 11 XX. GXy GXu Trp L.u Ar g Ash Tyr Ph. « vaX Lys GXu L.u 



65 70 
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Gly 


Val 


He 


He 


Thr 


Asp 


Ser 


TT A — 

11XS 


inr 


x fir 


Pro 


171 fc; t_ 


7\ V-/-T 


raj. y 


Glv Val 








85 










y u 










Q C 

J 


Leu 


Gly 


He 


Gly 


Leu 


Cys 


Trp 


Tyr 


Gly 


Pne 


Ser 


Pro 


Leu 


nib 


iisii J. _y l 






100 




















110 

J. X \J 




lie 


Gly 


Ser 


Leu 


Asp 


Cys 




f** ~\ 1 r 

Kj ±y 


Arg 


Pro 


J_i su 


fZl n 


Met 


Thr 


Gin Ser 




115 










120 










125 






Asn 


Leu 
130 


Val 


Asp 


Ala 


Leu 


71 1 _ 
A±a 

135 


vai 


Ala 


Ala 


Val 


Val 

140 


>— _y 




fill] 


Gly 


Asn 


Glu 


Gin 


Thr 


Pro 


Leu 


Ala 


Val 


He 


GlU 


Gin 


Ala 


Pro 


Asn Met 


145 










150 










155 








160 


Val 


Tyr 


His 


Ser 


Tyr 


Pro 


Thr 


Ser 


Arg 


Glu 


Glu 


Tyr 


Cys 


Ser 


Leu Arg 








165 










170 










175 


He 


Asp 


Glu 


Thr 


Glu 


Asp 


Leu 


Tyr 


Gly 


Pro 


Phe 


Leu 


Gin 


Ala 


Val Thr 






180 










185 










190 




Trp 


Ser 


Gin 
195 


Glu 


Lys 


Lys 





















(2) INFORMATIONS POUR LA SEQ ID NO: 839: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 250 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 822182 82293 1 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 839: 



Asn 


Arg 


Gly 


Leu 


He 


Arg 


Thr 


Phe 


Phe 


Ala 


Ser 


Gly 


Tyr 


Val 


Glu 


Ser 


1 






5 










10 










15 




Arg 


Lys 


Glu 


Met 


Met 


Glu 


Val 


Phe 


Met 


Asn 


Phe 


Leu 


Asp 


Gin 


Leu 


Asp 




20 










25 










30 






Leu 


He 


He 


Gin 


Asn 


Lys 


His 


Met 


Leu 


Glu 


His 


Thr 


Phe 


Tyr 


Val 


Lys 






35 










40 










45 








Trp 


Ser 


Lys 


Gly 


Glu 


Leu 


Thr 


Lys 


Glu 


Gin 


Leu 


Gin 


Ala 


Tyr 


Ala 


Lys 


50 










55 










60 








He 


Asp 


Tyr 


Tyr 


Leu 


His 


He 


Xaa 


Ala 


Phe 


Pro 


Lys 


Tyr 


Leu 


Asp 


Ala 


65 






70 










75 










80 


His 


Ser 


Arg 


Cys 


Asp 


Asp 


Leu 


Glu 


Ala 


Arg 


Lys 


Leu 


Leu 


Leu 


Asp 


Asn 






85 










90 










95 




Leu 


Met 


Asp 


Glu 


Glu 


Asn 


Gly 


Tyr 


Pro 


Asn 


His 


He 


Asp 


Leu 


Trp 


Lys 






100 










105 










110 




His 


Gin 


Phe 


Val 


Phe 


Ala 


Leu 


Gly 


Val 


Thr 


Pro 


Glu 


Glu 


Leu 


Glu 


Ala 






115 










120 










125 








Glu 


Pro 


Ser 


Glu 


Ala 


Ala 


Lys 


Ala 


Lys 


Val 


Ala 


Thr 


Phe 


Met 


Arg 


Trp 




130 










135 










140 










Cys 


Thr 


Gly 


Asp 


Ser 


Leu 


Ala 


Ala 


Gly Val 


Ala 


Ala 


Leu 


Tyr 


Ser 


Tyr 


145 






150 










155 










160 


Glu 


Ser 


Gin 


He 


Pro 


Arg 


He 


Ala 


Arg 


Glu 


Lys 


He 


Arg 


Gly 


Leu 


Thr 










165 










170 










175 




Glu 


Tyr 


Phe 


Gly 


Phe 


Ser 


Asn 


Pro 


Glu 


Asp 


Tyr 


Ala 


Tyr 


Phe 


Thr 


Glu 






180 










185 










190 






His 


Glu 


Glu 


Ala 


Asp 


Xaa 


Arg 


His 


Ala 


Arg 


Glu 


Glu 


Lys 


Ala 


Leu 


He 






195 










200 










205 








Glu 


Met 


Leu 


Leu 


Lys 


Asp 


Asp 


Ala 


Asp 


Lys 


Val 


Leu 


Glu 


Ala 


Ser 


Gin 



1547 



Glu £ Thr «n Ser Leu £ Cly Phe Leu Asp Ser - Leu Asp «- 
frg Thr cys cys Bar Cys His Ota Ser Tyr 



{2) INFORMATIONS POUR LA SEQ ID NO: 840: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 
£ JcSuEUR: 437 acides amines 

TYPE: acide amine 
(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vlli) MSIII 0» „ O^OMB, co^.U^S. .S243S5, 

(xl) ^CRXPTXOH DE LX m™™ = « " S ° ! 

L « « - « - - ~ - ?- vsi - a " u cy ; s: 

U Hi. « «= - OXy - - « « «» ~ "° If a " 
1 XX. - VL. vax s.r OX. OX. S. * XX« » Pro - - « 

s « r |°iu 01. HI. Pro Ph. Thr olu Thr L» ser Ty 

l xx. « - - - - « ~ fo" ^ - 

: xx. v. 01y a. » « « S - - - - s - :° 

100 ^ n ^ ger Glu His Leu Phe His Lys 

S er Leu Val Ala Ala Asp Leu Asn Val 125 

" 5 , rlT1 S His Pro Leu Gly Val Gly Ma Pro 

Val Trp Gin Arg He Gin Gin Leu Hi. 14Q 

nn 13:3 ^ „ m hr g er pro His Lys 

s „ ".u OX. s.r Tyr Trp V,l s.r L..U X-* OX. Thr 

ss to - «. - "« « - - s - - - r i r. 

165 T His Ala Thr Thr Thr Glu He 

ASP Phe Thr Thr He Ala Arg Lys Met His Ala ^ 

180 fc ser He Pro Trp Cys Pro Ala 

Leu Thr Phe Leu Arg His Ala Phe Ala Ser He P 

~ i s ~ - - - s » » - s - L - wo r 

l £ « s.r P.. s.r £ X- ~ ~ Trp »P - S.r XX. XJ. 

£ Z, «. ~ - ~ »• « ~ s Lp ™ VI1 Leu - 7 

z pr ~ - ~ - - - k ~ Bis - ~ - Gin r 

1 xx. XX. £ « ~ - « -X W s «, » - - - 

l ^ fx 5 . XX. - » - S XX. P» - OX. OXU OX. Ph. - 
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Leu 


Lys 


Lys 


Arg 


Thr 


Ser 


Pro 


Lys 


Ala 


Pne 


Ser 


vai 


Lys 


Lsin 


Tl a 

lie 


Ala 


305 










310 










315 










ion 


Arg 


Glu 


Leu 


Ser 


Leu 


His 


Glu 


Ala 


Thr 


Val 


Cys 


Arg 


Ala 


lie 


Asp 


Asn 








325 




















J J J 




Lys 


Thr 


Leu 


Ala 


Thr 


Pro 


Val 


Gly 


Leu 


Leu 


Pro 


Met 


Arg 


Ser 


Leu 


T>V| /-v 

rxie 






340 










345 
















Pro 


Gin 


Ala 
355 


Val 


Gly 


Ser 


Cys 


Pro 
360 


Asp 


Gxn 


Ser 


Lys 


Ala 

365 


rnViv- 

x iii- 


T] p 

J. JL fcr 




His 


Trp 
370 


lie 


His 


Gin 


Trp 


He 
375 


Ser 


Thr 


Glu 


Lys 


rilS 

380 


Pro 


Leu 


Oar 

O til. 


Asp 


Ala 


Ala 


He 


Ser 


Gin 


Lys 


He 


He 


Glu 


Lys 


Gly 


He 


Pro 


Cys 


Ala 


Arg 


385 










390 










395 










400 


Arg 


Thr 


Val 


Ala 


Lys 


Tyr 


Arg 


Ser 


Gin 


Leu 


Asn 


He 


Pro 


Pro 


Ala 


His 








405 










410 










415 




Gin 


Arg 


Lys 


His 


Leu 


Cys 


Ser 


Val 


Leu 


Thr 


Thr 


Thr 


Arg 


Thr 


Glu 


Asn 




420 










425 










430 






Ser 


Arg 


His 
435 


Thr 


He 

























(2) INFORMATIONS POUR LA SEQ ID NO: 841: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 512 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 8243 59 82 5894 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 841: 



Ala 


Xaa 


Leu 


Arg 


Lys 


Leu 


Asn 


Leu 


Asp 


Lys 


Lys 


Leu 


Cys 


Asn 


Ala 


Met 


1 








5 










10 










15 




Gin 


Phe 


Thr 


He 


Ser 


Gin 


Ala 


Lys 


Asn 


Arg 


Leu 


Gin 


Ser 


Pro 


Glu 


Asp 








20 










25 










30 






Leu 


Asp 


Ser 


Lys 


Glu 


Tyr 


Pro 


Asp 


Pro 


Thr 


Arg 


Thr 


Val 


Tyr 


Ala 


Glu 




35 










40 










45 








Tyr 


Gin 


Glu 


Gin 


Leu 


Arg 


Ala 


Ala 


Asn 


Ala 


Leu 


Asp 


Phe 


Asp 


Asp 


Leu 


50 










55 










60 










Leu 


Phe 


Leu 


Thr 


Glu 


Lys 


Leu 


Leu 


Arg 


He 


Pro 


Glu 


Val 


Gin 


Gin 


Glu 


65 










70 










75 










80 


Tyr 


Ala 


Asn 


His 


Trp 


Lys 


Ala 


Leu 


Leu 


He 


Asp 


Glu 


Tyr 


Gin 


Asp 


Thr 








85 










90 










95 




Asn 


His 


Ala 


Gin 


Tyr 


Leu 


He 


Ala 


Lys 


Arg 


Leu 


Ala 


Ala 


Ala 


His 


Asn 








100 










105 










110 






Asn 


He 


Phe 


Val 


Val 


Gly Asp 


Pro 


Asp 


Gin 


Ser 


He 


Tyr 


Ser 


Trp 


Arg 






115 










120 










125 








Gly Ala 


Asn 


He 


Ser 


Asn 


He 


Leu 


Asn 


Phe 


Glu 


Gin 


Asp 


Tyr 


Ser 


Gin 




130 










135 










140 










Ala 


Leu 


Val 


Val 


Arg 


Leu 


Glu 


Glu 


Asn 


Tyr 


Arg 


Ser 


Cys 


Gly 


Thr 


He 


145 








150 










155 










160 


Leu 


Glu 


Ala 


Ala 


Asn 


Ala 


Leu 


He 


Gin 


Asn 


Asn 


Ser 


Ala 


Arg 


Leu 


Glu 










165 










170 










175 




Lys 


Thr 


Leu 


Arg 


Ser 


Val 


Lys 


Gly 


Pro 


Gly Asp 


Lys 


He 


Phe 


Cys 


Phe 






180 










185 










190 






Thr 


Gly 


Lys 


Asn 


Asp 


Arg 


Asp 


Glu 


Ala 


Glu 


Gin 


Val 


Leu 


Glu 


Glu 


He 
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195 n> w, asd lie Pro Leu Ser Asp He Cys lie 

Ser Asn Leu His Ser Tyr Lys Asp He Pr ^ 

210 ^ c-r Gin Ser Phe Glu Ala Ala Leu Leu 

Leu Tyr Arg Thr Asn Phe Gin Ser Gin Ser ^ ^ 

S „ oly „ P» Z «u .1. n. Oly oly .U «r Ph. T£ V 

M «. oiu xi. »£ «. « & ~ - m LM s; s " AS " 

Mn ^ ,sp J£ «. - - «; »» - »• s « SS ws ^ 
Gly „. £ - - ~ 5s »* - Met 5S ^ ila ws 

Thr Z L« « Leu 01„ M» cys Trp MP val ,.u olu W Lys 

III II. « « ~ £ W «» «» °» ~ S " SI "° 
Thr Hl , Phe Hi- o£ «« OIU OLu « Tyr 01» « <*■ «J "» 

, i 4 ! rlu Thr II. W II. Thr asp Tyr Leu s.r II. l« 

Glu Phe He Asn Glu Thr lie Aiy 365 

tys olu S «. oiu Thr Tyr oiu >sp *. » « - «" 
« £u oiu Thr 0I„ II. Trp Oly W s s.r s.r oiu «. « «J 
IS P« « olu *sp feu - Leu .ys ser ser M. « OIU Thr ,1. 

405 r Thr He His Asn Ser Lys Gly 

Ser Ser His Asp Arg Leu Lys Leu Met Thr H ^ 

420 ^ t w=i rlv Leu Glu Glu Asn Leu Leu 

L eu Glu Phe Pro Val Val Phe Leu Val Gly Leu G ^ 

Pro His £ Asn ser Lys Gly Me, His Glu Asn Xle Glu Glu Glu Arg 
Arg feu cys Tyr Val Gly Xle Thr Arg Ala Gin Glu Tyr Leu Tyr Leu 
ill Arg Ala Lys Thr Arg Phe Leu Trp Gly Thr Glu Arg Thr «jt Val 
Pro ser Arg Phe IS Ser Glu Leu Pro Arg Ala Leu Leu Lys Phe Val 



500 505 



(2) INFORMATIONS POUR LA SEQ ID NO: 842: 

(i ) CARACTERI STIQUES DE LA SEQUENCE: 

(A ) LONGUEUR : 127 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vlii) POSITION DSNS LE GENOME: c-pl.rn.nt » •• 

DESCRIPTION DE IA SEQUENCE : SEQ ID NO, 842 = 
„. t « Thr S.r oiu ,.u « *1, *!• oln v,i Thr Al. v.l Thr ,1. 
Pro Leu Oln Pro V,l Leu val Al* oly XU oly «. oly Lys Thr 

20 Zi 
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Arg Val Val Thr His Arg lie Leu His Leu lie Glu Glu Ser Arg Leu 

35 40 45 

Asp Pro Lys Gin lie Leu Ala lie Thr Phe Thr Asn Lys Ala Ala Asn 

50 55 60 

Glu Leu Lys Glu Arg lie Gin Ser Gin Cys Arg Glu Leu Gly Tyr Ser 
65 70 75 80 

Asp Val Pro Met Val Ser Thr Phe His Ser Leu Ser Val Tyr lie Leu 

85 90 95 

Arg Arg Ser lie His Leu Leu Asp Arg Gin Ser Asn Phe Val lie Tyr 

100 105 110 

Asp Gin Ser Asp Ser Xaa Lys Leu lie Lys Gin Xaa Tyr Ala Ser 
115 120 125 



(2) INFORMATIONS POUR LA SEQ ID NO: 843: 

(i). CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 22 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 82 634 0 827 02 6 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 843: 



Met 


His 


Glu 


Ala 


Phe 


Thr 


He 


Glu 


Gin 


Leu 


Pro 


Pro 


Ser 


Trp 


Gin 


Glu 


1 








5 










10 










15 




Gin 


Leu 


Lys 


Asp 


Glu 


Trp 


Ser 


Gin 


Pro 


Tyr 


Trp 


Ser 


Gin 


Leu 


Leu 


Ala 








20 










25 










30 






Phe 


Leu 


Lys 


Ser 


Glu 


Tyr 


Ala 


Gin 


Ala 


Lys 


He 


Tyr 


Pro 


Lys 


Lys 


Glu 






35 










40 










45 








Asn 


He 


Phe 


Ala 


Ala 


Leu 


Arg 


Ser 


Thr 


Pro 


Phe 


Asp 


Gin 


Val 


Arg 


Val 




50 










55 










60 










Val 


He 


Leu 


Gly 


Gin 


Asp 


Pro 


Tyr 


His 


Gly 


Glu 


Gly 


Gin 


Ala 


His 


Gly 


65 










70 










75 










80 


Leu 


Ser 


Phe 


Ser 


Val 


Pro 


Arg 


Gly 


Gin 


Ala 


Leu 


Pro 


Pro 


Ser 


Leu 


Arg 










85 










90 










95 




Asn 


He 


Phe 


Gin 


Glu 


Leu 


His 


Thr 


Asp 


Leu 


Gly 


He 


Arg 


Asn 


Glu 


Ser 








100 










105 










110 






Gly 


Cys 


Leu 


Gin 


Ala 


Trp 


Ala 


Asp 


Gin 


Gly 


Val 


Leu 


Leu 


Leu 


Asn 


Thr 






115 










120 










125 








Val 


Leu 


Thr 


Val 


Arg 


Ala 


Gly 


Glu 


Ala 


Phe 


Ser 


His 


Ala 


Gly 


Arg 


Gly 




130 










135 










140 










Trp 


Glu 


Arg 


Phe 


Thr 


Asp 


Ala 


He 


Val 


Thr 


Lys 


Leu 


He 


Gin 


Asn 


Arg 


145 










150 










155 










160 


Thr 


His 


Val 


He 


Phe 


Val 


Leu 


Trp 


Gly 


Asn 


Ala 


Ala 


Arg 


Gin 


Lys 


Cys 










165 










170 










175 




Asn 


Leu 


Leu 


Phe 


Gin 


Thr 


Lys 


His 


Gin 


His 


Ala 


Val 


Leu 


Ala 


cys 


Pro 








180 










185 










190 






His 


Pro 


Ser 


Pro 


Leu 


Ala 


Ala 


His 


Arg 


Gly 


Phe 


Phe 


Gly 


Cys 


Cys 


His 






195 










200 










205 








Phe 


Ser 


Lys 


He 


Asn 


Tyr 


Leu 


Leu 


Lys 


Lys 


Gin 


Gly 


Lys 


Thr 


Met 


He 




210 










215 










220 










Asn 


Trp 


Lys 


He 


Glu 

























225 



1551 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 7 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 827014 .. 827250 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 844: 

Leu Glu Asp Arg Met He Asp Gly He Gin Thr cys Ser Phe Ser Pro 

Thr His Arg Leu Thr Ala Lys Ser Ala Val Ser He Glu Met Pro Leu 

Ala Thr Gin Asn Leu Gin Glu Gly Ala Leu Val Asn Ala Lys Leu Glu 

Ala Asp Phe Ala Arg Ala Glu Gin lie Leu Thr Glu Met Gin Glu He 

Arg !er Ser Leu Glu Arg Ser Leu Glu Thr Leu Phe Pro Arg Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 209 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION : lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (827230 .. 827856) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 845: 
Met Lys lie Leu lie Ala Ser Ser His Gly Tyr Lys Val Arg Glu Thr 
iys Ala Phe Leu Lys Lys Leu Gly Glu Phe Asp He Phe Ser Leu Val 
ASP Tyr Pro Ser Tyr Gin Pro Pro Lys Glu Thr Gly Glu Thr Pro Glu 
Glu Asn Ala lie Gin Lys Gly Leu Phe Ala Ala Gin Thr Phe Arg Cys 
Trp tL lie Ala Asp Asp Ser Met Leu He He Pro Ala Leu Gly Gly 
Leu Pro Gly Lys Leu Ser Ala Ser Phe Ala Gly Glu Gin Ala Asn Asp 
L ys Asp His Arg Lys Lys Leu Leu Glu Asn Met Arg Leu Leu Glu Asn 
Thr lie Asp Arg Ser Ala Tyr Phe Glu Cys Cys Val Ala Leu lie Ser 
Pro Phe III Lys He Phe i*. Kll His Ala Ser py. Glu Gly Thr He 
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Ala 


Phe 


Glu 


Glu 


Arg 


Gly 


Ser 


Ser 


Gly 


Phe 


Gly 


Tyr 


Asp 


Pro 


Leu 


Phe 


145 










150 










155 










160 


Val 


Lys 


His 


Asp 


Tyr 


Lys 


Gin 


Thr 


Tyr 


Ala 


Glu 


Leu 


Pro 


Glu 


Ala 


He 








165 










170 










175 




Lys 


Asn 


Gin 


Val 


Ser 


His 


Arg 


Ala 


Lys 


Ala 


Leu 


Val 


Lys 


Leu 


Gin 


Pro 






180 










185 










190 






Tyr 


Val 


Glu 


Thr 


Val 


Leu 


Ala 


Asn 


His 


Leu 


Leu 


Ala 


Gly 


Lys 


Glu 


Ser 



195 200 205 

Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 846: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 423 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 828007 .. 829275 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 84 6: 

Arg Lys He Arg Phe Pro Leu Ser Lys Arg Asp Pro Lys Glu He Met 

15 10 15 

Lys Thr He Cys Lys Leu Val He Leu Ala Leu Leu Phe Pro Asn Val 

20 25 30 

Ser Tyr Ala Leu Val Gin Val Gly Leu Glu Arg Leu Phe Gin Glu Glu 

35 40 45 

Lys Tyr Leu Glu Lys He Arg Gly Lys Arg Val Ala Leu He Ser His 

50 55 60 

Ser Ala Ala He Asn Arg Gin Gly Glu His Ser Leu Cys Val Phe Asn 
65 70 75 80 

Lys His Lys Gly Val Cys Lys Leu Ser Ala Leu Cys Thr Leu Glu His 

85 90 95 

Gly Tyr Phe Gly Ala Ser He Ala Glu Thr Pro Gly Tyr Asp Pro He 

100 105 HO 

Leu Glu Asp He Pro Val He Ser Leu Phe Ala Ser Lys Glu He Pro 

115 120 125 

Ala Glu Val He Glu Ala Cys Asp Val Phe Val Tyr Asp Val Gin Asp 

130 135 140 

He Gly Val Arg Ser Tyr Ser Phe He Ser Ala Leu Leu Gin Val Val 
145 150 155 160 

Lys Ala Ser Ala Ser Ser Lys Lys Glu Leu He Val Leu Asp Arg Pro 

165 170 175 

Asn Pro Met Gly Gly Asn Leu Val Asp Gly Pro Leu Pro Asp Lys Glu 

180 185 190 

Ala Phe Pro Ala He Pro Tyr Cys Tyr Gly Met Thr Pro Gly Glu Leu 

195 200 205 

Ala Leu Leu Tyr Arg Ala Arg Tyr Ala Pro Lys Ala Ser Val Thr Val 

210 215 220 

Val Pro Met Arg Gly Trp Lys Arg Ser Met He Phe Ala Asp Thr Gly 
225 230 235 240 

Leu He Trp Val Pro Thr Ser Pro Gin He Pro Asp Ala Gin Ser Ala 

245 250 255 

Tyr Phe Tyr Ala Thr Thr Gly He He Gly Ala Leu Ser Val Thr Asn 



1553 



265 



270 



Xle Cly lie Gly Tyr Thr Leu Pro Phe Lys Val Leu Gly Ma Pro Trp 
Met Asp III cys Lys Val Ala Gin Glu Leu Asn Lys Ala Arg Leu Pro 
Gly HI His Phe Leu Pro Phe Met Tyr Gl« Pro Phe Phe oly Lys Phe 
Lys Met Glu Met cys III Gly Val Leu val Val Leu Gin Asp Pro Lys 
Oln Phe Leu Pro Met Glu Thr Gin Ser Val Xle Leu Gly Val Leu Lys 
Thr Leu Tyr Pro Lys Glu Val Glu Gin Ala Phe Leu Leu Leu Asp Arg 
L eu val III Arg Arg Lys Ala lie Gin Asn Leu Leu Gly His ser Glu 



370 rue rp, 7T - T -i e Thr Trp Pro Leu Arg 

Leu Asn Val Cys Leu His Lys Lys Tyr lie Tnr irp ^ 



375 



Phe 



£ M . t cys AX. Glu 01° n I*. «- JbJ ii- «» °* P " 



395 



405 410 



Phe Leu Leu Pro Glu Tyr Ala 
420 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 533 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 829355 .. 830953 

( Xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 847: 

Gly Leu Ser Asn Ser Phe Arg Asp Gin Glu Gin Gly Leu Gin Ala Val 

Lu Arg Ala Ala Arg Val He Ser His Met Phe Ser Gin Thr He Gly 

Pro Tyr Gly IL Ser Thr He Val His Asn Val Gin Asp Thr Arg Thr 

Thr Gin Asp Ser Gin Ser Met Leu Lys Asp He Leu Phe Pro Asp Val 

Phe G°iu Asn He Gly Met Lys Leu He Arg Asp Thr Ala Leu Gly Thr 

"7 0 

Arg Met Arg Phe Gly Asp Gly Ala Lys Thr Thr Ala Leu Leu lie Glu 
Ala Leu Leu Ala Glu Gly Met Thr Gly He Gin Lys Gly Leu Asp Pro 
His Glu lie H°is Arg Gly Met Leu Leu Ala Glu Lys Lys lie Gin Glu 
Val Phe Tyr Arg Glu Thr Phe Pro Leu Ser Asp Leu Glu His Thr Val 
Tyr Va°i Ser Ser He Ala Arg Arg Phe Asn Ser Glu He Ala Ser Val 



165 I 70 
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Glu Glu His Glu 
180 

Val Trp Asp Phe 
195 

Thr Gly Thr Val 
210 

Pro Leu His Tyr 
225 

Val Gin Ala Gly 

Lys Glu Leu Leu 
260 

Pro Val Cys Ala 
275 

Glu Asp lie Ala 
290 

Phe Glu Asp Ser 
305 

Ala Gly lie Cys 

Asp Asn Lys Gin 
340 

Leu Ser Phe His 
355 

Ala Arg Leu Ser 
370 

lie Pro Gin Glu 
385 

Thr Glu Ser Leu 

lie Arg Ala Ala 
420 

Glu Arg Phe Gly 
435 

Arg Ala lie Val 
450 

Glu Val Phe Ser 
465 

Gly Phe Val Glu 

Cys lie Gin His 
500 

Leu Thr Ser Ala 
515 

Glu Asn Ser Glu 
530 



Glu Ser Glu Thr 

Gly Tyr Ala Ser 
200 

Glu Tyr Ser Gin 
215 

Ser Asn Pro Ser 
230 

Lys Thr Pro Leu 
245 

Ala Met Leu Glu 

Val Lys Val Ser 
280 

Val Leu Thr Gly 
295 

Glu Glu Glu Arg 
310 

Val Ser Ser Thr 
325 

Arg Val Ala Glu 

Arg Lys Lys Ser 
360 

Thr Gly Glu Val 
375 

Glu lie Gly Tyr 
390 

Arg Ser Gly Cys 
405 

Arg Glu lie Ser 

Phe Leu Ala Val 
440 

Thr Arg Ser Gly 
455 

Gin Ala Asp Trp 
470 

Asp lie Val Ser 
485 

Ala Leu Ser His 

Leu Phe lie Ala 
520 

Glu 



Tyr Trp His Ala 
185 

Pro Tyr Phe lie 

Val Tyr lie Leu 
220 

Phe Leu Thr Phe 
235 

Val lie Val Ala 
250 

Met Asn Gin lie 
265 

Gly Lys His Ala 

Ala Thr Leu Leu 
300 

lie Ala Asn Arg 
315 

Ser Leu Cys Val 
330 

His Cys Ala Phe 
345 

Ser Ala Arg Leu 

Cys lie His lie 
380 

lie Thr Ser Ser 
395 

Leu Pro Gly Gly 
410 

Val Pro Leu Ala 
425 

Leu Ser Ala Ala 

Arg Val Glu Glu 
460 

Arg Val Gly Phe 
475 

Gin Gly lie Cys 
490 

Ala Val Gly Thr 
505 

Ser Gin Glu Pro 



Glu Glu His Ala 
190 

Thr His Ala Glu 
205 

Val Ser Glu His 

Leu Gin Ser Val 
240 

Glu Ala Phe Asp 
255 

Glu Arg Val Phe 
270 

Arg Glu Ser Leu 
285 

Pro Glu Met Asp 

Leu Gly Phe Val 
320 

Pro Arg Glu Thr 
335 

Leu Gin Asp Lys 
350 

Arg Arg Arg Leu 
365 

Ala Ala Asp Cys 

lie Arg Ala Met 
400 

Gly Cys Ala Phe 
415 

Leu Ser Pro Ser 
430 

Glu Lys Pro Phe 
445 

Glu Val Phe Ser 

Asn Gly Val Ser 
480 

Asp Gly Ala Ser 
495 

Thr Gly Leu Leu 
510 

Met Leu Arg Glu 
525 



(2) INFORMATIONS POUR LA SEQ ID NO: 848: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 210 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 83 1119 83 1748 
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(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 848: 
Val Gin lie Leu Ser Gly Ala Leu Phe Leu Ser Arg Arg Ser Thr Met 
Gly ser Leu Val Gly Arg oln Ala Pro Asp Phe Ser Gly Lys Ala Val 
val cys Gly "u olu Lys Glu lie Ser Leu Ala Asp Phe Arg Gly Lys 
^ val Val Leu Phe Phe Tyr Pro Lys Asp Phe Thr Tyr Val cys Pro 



Thr !°iu Leu His Ala Phe Gin Asp Arg Leu Val Asp Phe Glu Glu His 
fly Ala Val Val Leu Oly Cys Ser Val Asp Asp lie Glu Thr His Ser 
Arg Trp Leu Thr Val Ala Arg Asp Ala Gly Gly lie Glu Gly Thr Glu 

^ Pro Leu Leu Ala Asp Pro Ser Phe Lys He Ser Glu Ala Phe Gly 

-* 120 x " 



Val Leu Asn Pro Glu Gly Ser Teu Ala Leu Arg Ala Thr Phe Leu He 



135 140 



Asp Lys His Gly Val lie Arg His Ala Val lie Asn Asp Leu Pro Leu 



cty Arg Ser lie Asp Glu Glu Leu Arg lie Leu Asp Ser Leu lie Phe 



Phe Glu Asn His Oly Met Val Cys Pro Ala Asn Trp Arg Ser Gly Glu 



170 



Mg oly „« IK «o « ol« »1« £5 « W. «u T£ Pfce 



185 



195 200 



Met Asp 
210 



(2) INFORMATIONS POUR LA SEQ ID NO: 849: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 134 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement (831751 .. 832152) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 849: 
L eu Ala Cys Gly Met Lys Phe Thr Val Ala Val Phe Gly Glu Ala Glu 
Glu oly Ser Phe Glu Ser Ala Tyr Leu Cys Ser Ser Leu Thr Asp Leu 



His Asn Asn Leu Gly His Gly Arg Asp Ser Pro Ser Gly He Ser Leu 
Ala val Gin Ala lie Met Gin Oly Tyr Asp He Leu Phe Phe Arg Val 
Lys G°iu Glu Gly Phe Phe He Asp ser Tyr Phe Phe Gly Leu His Phe 
Su Asn Thr Gin Thr Ser Leu Thr Asn He Val Ala Leu Ala Leu Pro 



85 9° 
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Gly Val Gly Asp Phe Asn lie lie Glu Ala Ser Leu Ala Leu Cys Arg 

100 105 110 

Lys Leu Lys Ser Leu Leu Leu Phe Ser Asp Gin Asp Leu Tyr Asp Phe 

115 120 125 

Leu Thr Phe Lys Asp Ala 
130 



(2) INFORMATIONS POUR LA SEQ ID NO: 850: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 177 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 83 22 14 832744 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 850: 



Ser 


Ala 


Val 


Phe 


Ala 


Gly 


Tyr 


Ser 


Ser 


Arg 


Ser 


Arg 


Arg 


Thr 


Ser 


Ser 


1 








5 










10 










15 




Arg 


Leu 


His 


Ala 


His 


His 


Asn 


Glu 


Leu 


Ala 


Met 


He 


Ser 


Glu 


Arg 


Leu 






20 










25 










30 






Asp 


Glu 


Gin 


Asp 


Thr 


Lys 


Leu 


Gin 


Gin 


Leu 


Ser 


Ser 


Thr 


Gin 


Asp 


His 




35 










40 










45 








Asn 


Leu 


Pro 


Arg 


Gin 


Val 


Gin 


Arg 


Leu 


Glu 


Thr 


Asp 


Gin 


Lys 


Ala 


Leu 




50 










55 










60 










Ala 


Lys 


Thr 


Leu 


Ala 


He 


Leu 


Ser 


Gin 


Ser 


Val 


Gin 


Asp 


He 


Arg 


Ser 


65 








70 










75 










80 


Ser 


Val 


Gin 


Asn 


Lys 


Leu 


Gin 


Glu 


He 


Gin 


Gin 


Glu 


Gin 


Lys 


Lys 


Leu 










85 










90 










95 




Ala 


Gin 


Asn 


Leu 


Arg 


Ala 


Leu 


Arg 


Asn 


Ser 


Leu 


Gin 


Ala 


Leu 


Val 


Asp 








100 










105 










110 






Gly 


Ser 


Ser 


Pro 


Glu 


Asn 


Tyr 


He 


Asp 


Phe. Leu Ala Gly 


Glu 


Thr 


Pro 




115 










120 










125 








Glu 


His 


He 


His 


He 


Val 


Lys 


Gin Gly Glu 


Thr 


Leu 


Ser 


Lys 


He 


Ala 




130 










13 5 










140 










Ser 


Lys 


Tyr 


Asn 


He 


Pro 


Val 


Val 


Glu 


Leu 


Lys 


Lys 


Leu 


Asn 


Lys 


Leu 


145 






150 










155 










160 


Asn 


Ser 


Asp 


Thr 


He 


Phe 


Thr 


Asp 


Gin 


Arg 


He 


Arg 


Leu 


Pro 


Lys 


Lys 



165 170 175 

Lys 



(2) INFORMATIONS POUR LA SEQ ID NO: 851: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 214 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 83 2805 833446 ) 
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(xi , DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 851: 

Olu Asn cys Tyr Arg He Trp Arg Ol» Thr Phe Pro Met - Gly Se r 

ke Ser Phe Thr Thr Tyr Lys Olu ? Leu Met Arg Lys Thr He Phe 

20 t n t on Phe Ser Leu Leu Phe Leu Ser Ser Cys Ser 
Lys Ala Phe Asn Leu Leu Phe ser u ^ 

^ Pro %s Arg Asp Trp Glu Cys His Gly Cys Asp Ser Ala Arg Pro 
Arg Lys Ser Ser Phe Sly Phe Val Pro Phe Tyr Ser Asp olu Olu II. 
£n Oln Ala Phe Val Su Asp Phe Asp Ser Lys Olu Olu Gin Leu Tyr 
Lys T hr ser Ala oL Ser Thr Ser Phe Arg Asn He Thr Phe Ala T hr 
ASP Ser Tyr Ser He Lys Oly Olu Asp Asn Leu Thr lie Leu Ala Ser 

115 • r His Lvs ser Pro Lys Ala Thr Leu Tyr He Glu 
Leu Val Arg His Leu His Lys Ser fr y ^ 

13 0 if , la , la Ala Tyr Asn Leu Ala Leu Oly 

Gly His Thr Asp Glu Arg oly Ala Ala Ala Ty__ l6Q 

i£ *» « » S V,, „. OI» Tyr « .1. W «- -V IX. 

ax, « «. iS p». « xx. ?f tv, «y w - »J - *" 

180 on t«i Ala Trp Gin Gin Asn Arg Arg Thr Glu 

His Pro Gly His Asn Glu Leu Ala Trp Gin ^ 

195 ZVV 



Phe Lys He His Ala Arg 
210 



(2) INFORMATIONS POUR LA SEQ ID NO: 852: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 145 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

|vill) POSITION DANS LE GENOME: c«»l— .M83336. .. =33802, 

,xi) DESCRIPTION DE DA SEQUENCE : SEQ ID NO, 852, 

Pro „P «, *r W - *1 ». V,I « » W -P «y « «° 

U XL «■> G1 » Ile s " S° Glu Gln Hls s " » " 9 L,u 

20 „ e~,- <-v=s Pro Thr Trp Ser Pro Asp 

Leu Thr Lys Lys Tyr Arg Asn Ser Ser cys Pro Thr jp» 

Gly Lys Lys He Ala Phe Cys Ser Val He Lys Oly Val Arg Oln He 
cys Val Tyr Asp Leu Ala Ser Oly Arg Asp Olu Oln Leu Thr Thr Ser 
Sr Olu His Lys Olu Ser Pro Ser Trp Ala Ala Asp Ser Asn His Leu 
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Val Tyr Ser Ala Gly Ser Ser Asn 
100 

Leu He Thr Lys Lys Ser Arg Lys 
115 120 
Arg Phe Pro Cys Trp Gly Ala Phe 
130 135 

Ser 
145 



Thr Ser Glu Leu Phe Leu Leu Ser 
105 110 
He Val He Gly Ser Gly Glu Lys 
125 

Pro Ser Gin His He Lys Lys Thr 
140 



(2) INFORMATIONS POUR LA SEQ ID NO: 853: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 2 67 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 83 3 87 9 83 4 67 9 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 853: 



Thr 


Ala 


Gly 


Lys 


Phe 


Cys 


Leu 


Met 


Lys 


Gly 


Ser 


Val 


Val 


Phe 


Leu 


Arg 


1 








5 










10 










15 




Ser 


Leu 


Leu 


Cys 


Leu 


Leu 


Cys 


Leu 


Leu 


Pro 


Ser 


Thr 


Leu 


His 


Cys 


Glu 








20 










25 










30 






Asp 


Leu 


Glu 


He 


His 


Val 


Arg 


Ser 


Glu 


Ser 


Ser 


Leu 


Leu 


Pro 


He 


Ala 






35 










40 










45 








Val 


Ser 


Leu 


Leu 


Ser 


Ser 


Pro 


Lys 


Asp 


Ser 


Arg 


Gin 


Ala 


Ser 


Tyr 


Leu 




50 










55 










60 










Ala 


Ser 


Leu 


Arg 


Asp 


Leu 


Phe 


Ala 


Arg 


Asp 


Leu 


Ala 


Leu 


Gly 


Asp 


Leu 


65 










70 










75 










80 


Leu 


Ala 


Pro 


Thr 


Lys 


Glu 


Leu 


Ala 


Pro 


Gin 


Thr 


He 


Phe 


He 


Glu 


Ala 










85 










90 










95 




Ser 


Tyr 


Pro 


Glu 


Leu 


lie 


Phe 


Ser 


Leu 


Lys 


Lys 


Glu 


Gly 


Lys 


Gly 


Ser 






100 










105 










110 






Gin 


Lys 


He 


Phe 


Ser 


Leu 


Glu 


Leu 


Ser 


Gly 


Asp 


Pro 


Ser 


Lys 


Asp 


His 




115 










120 










125 








Gin 


Ala 


He 


His 


Glu 


Ala 


Ala 


Asp 


Arg 


He 


His 


Phe 


Leu 


Leu 


Thr 


Arg 




130 










135 










140 










Val 


Pro 


Gly 


He 


Ser 


Ser 


Gly 


Lys 


He 


He 


Phe 


Ser 


Leu 


Cys 


Ala 


Thr 


145 








150 










155 










160 


Asn 


Ser 


Ser 


Thr 


Glu 


Leu 


Lys 


Gin 


Gly 


Glu 


Leu 


Trp 


Ser 


Val 


Asp 


Tyr 










165 










170 










175 




Asp 


Gly 


Gin 


His 


Leu 


Tyr 


Pro 


Leu 


Thr 


Asn 


Glu 


His 


Ser 


Leu 


Ser 


Val 




180 










185 










190 






Thr 


Pro 


Thr 


Trp 


Met 


His 


He 


Ser 


His 


He 


Pro 


Ala 


Tyr 


Met 


Tyr 


Val 






195 








200 










205 








Ser 


Tyr 


Lys 


Leu 


Gly 


Val 


Pro 


Lys 


He 


Phe 


Leu 


Asn 


Thr 


Leu 


Asn 


Gin 




210 










215 










220 










Pro 


Ala 


Gly 


Lys 


Lys 


Ser 


Leu 


Leu 


Cys 


Lys 


Gly 


He 


Ser 


Leu 


Cys 


Arg 


225 






230 










235 










240 


Leu 


Ser 


Leu 


Leu 


Lys 


Leu 


Asn 


Ser 


Ser 


Pro 


Leu 


Phe 


Leu 


He 


Glu 


Thr 










245 










250 










255 




Ala 


He 


Leu 


He 


Phe 


Leu 


Tyr 


Asn 


His 


Ser 


His 













260 265 
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(2) INFORMATIONS POUR LA SEQ ID NO: 854: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 64 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

,vlli> POSITION W IB GENOME : < "4661 . . 835452) 

(Jt i) DESCKIPTION DE LA SEQUENCE : SEQ ID NO: 854: 
wr s « Ph. Gin Tnr Val s.r Arg Asp Gin II. Asp Tyr Arg Arg s.r 
Ar, H« .« OIY ~ s« Tyr Cys Ph. GXu olu D,u Thr M. t Pro xys 
Ph. Gin Tyr Al, Pro Ph. «« Cys Ala s.r XI. XI. II. "is XI. M. 
M u Gly Gly « L« - - « «■ «° «» «" ^ P " 
« l°.r Pro Ph. olu M. »» *~. 01 " JT 

f le Thr Thr Tnr D.u Jin Thr Pro s.r Pro «n Pro XI. Ar g Lys Pro 
V,I xys A»„ Ala Pro Ala Pro GXu xys xys AX, AX. Xys pr. Pro AX. 
H. s.r Asn Pro Gin ,y. s.r Pro Gin xys Pro Asn xys Al, S.r Pro 
Thr Pro Arg Asn olu Thr ... olu Xys ». Gin Ala Thr D.u Xys xys 
X.u Al, Gin x.u Ala Asn Sn I.» A1 a olu Olu Al. olu Thr Oln olu 
sfr HI. XX. Ala Gin £ s« Trp Pro AX. OXn AX. Gin V.X «u Thr 
G1U Asn Tnr s.r Tyr Gin oln Asp Ala Ph. Cys AX. X.u Ph. GXn OXn 

, = ,™ Pro Phe Pro GXy GXu V.X Arg L.u xys X.u GXu Ph. 

Tyr Val Ser Leu Pro Pne fro 2Q5 

s.r Arg III Gly Al. x.u x.u Hi. cys s.r IX. X.u s.r Thr II. s.r 
His Ala Asp Xys Gin His II. X.u As» Gin II. oln W s II. Pro Ph. 
Gin s.r Ph. Ph. s.r Si Tyr Xys Thr s« ,ys Asn II. vaX Ph. His 



245 

He Arg Leu Gin Gly Asn Ser Ala 
260 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 136 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: complement ( 83 537 1 83 5778 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 855: 



Leu 


Met 


Lys 


Arg 


Phe 


Val 


Tyr 


Glu 


Asp 


Leu 


Glu 


Glu 


Asp 


Pro 


Ser 


Val 


1 








5 










10 










15 




Asn 


Leu 


Thr 


Pro 


Leu 


He 


Asp 


He 


Val 


Phe 


Val 


He 


Leu 


Met 


Ala 


Phe 








20 










25 










30 






Met 


lie 


Ala 


Met 


Pro 


Leu 


He 


Lys 


He 


Asp 


Arg 


He 


Ser 


Leu 


Ala 


Thr 






35 










40 










45 








Gly 


Ser 


Ser 


Ser 


His 


Gin 


Ala 


Phe 


Lys 


Lys 


Gin 


Glu 


Ser 


Gin 


Gin 


Ala 


50 










55 










60 










Glu 


He 


Lys 


Val 


Phe 


Arg 


Asn 


His 


Thr 


He 


Thr 


Leu 


Asn 


Asp 


Leu 


Pro 


65 








70 . 










75 










80 


Val 


Ser 


Leu 


Gin 


Glu 


Leu 


Arg 


Ser 


Gin 


Leu 


Thr 


Val 


He 


His 


Ala 


Gin 










85 










90 










95 




His 


Pro 


Asn 


He 


Val 


Pro 


Leu 


Leu 


Leu 


Gin 


Asp 


Gly 


Asp 


Thr 


Ala 


Phe 








100 










105 










110 






Lys 


Leu 


Tyr 


Gin 


Glu 


He 


Lys 


Ser 


Thr 


He 


Glu 


Glu 


Ala 


Gly 


Phe 


Gin 




115 










120 










125 








Glu 


Leu 


His 


He 


Ala 


Leu 


Lys 


Asn 



















130 135 



(2) INFORMATIONS POUR LA SEQ ID NO: 856: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 236 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 83 5775 .. 83 6482 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 856: 

Val Tyr Val Leu Met Phe Gin Leu Val Asn Asn Pro He He Gin Ser 

15 10 15 

Phe Gin Glu Ala Asp Leu Phe Gly Lys Val He Phe Phe Ser Leu Phe 

20 25 30 

Ala Leu Ser He Cys Thr Trp Thr Val Leu His Gin Lys Leu Ser He 

35 40 45 

Gin Lys Lys Phe Leu Lys Ser Gly Lys Ser Leu Lys Glu Phe Leu He 

50 55 60 

Lys Asn Arg His Ser Pro Leu Ser Leu Asp He His Pro Glu Ser Thr 
65 70 75 80 

Pro Phe Thr Asp Leu Tyr Phe Thr He Lys Arg Gly Thr Leu Glu Leu 

85 90 95 

Leu Asp Lys Asn Arg Gin Leu Ala Pro Glu Arg Thr Pro Leu Leu Ser 

100 105 HO 

Val Glu Asp He Gin Ser Leu Glu Thr Leu Phe Asn Ala Val Met Pro 

115 120 125 

Lys Tyr Arg Ala Leu Leu Asn Lys Asn Asn Phe He Pro Ala Thr Thr 

130 135 140 

He Ser Leu Ala Pro Phe Leu Gly Leu Leu Gly Thr Val Trp Gly He 
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155 160 



HI ,eu Ala P,e Ala S°. XI. Ser T*r Oly - Ala - XI. 

Met Met Glu Gly Leu Ala - -a Leu Gly - - XI. - oly - 
Phe Val Ala Si Ser Leu Val Gly *~ ^ - ^ ^ "i. 

195 „, T a riti Gin Thr Ala Phe Leu Leu Leu 

Ala Phe Gin Val Ser Leu Glu He Glu Gin Th ^ 

Asn Ser He Glu Val Lys Tyr Ar 9 Gin Thr Ser Leu 
225 230 

(2) INFORMATIONS POUR LA SEQ ID NO: 857: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 221 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vili , POSITION DB.S LE GENOME : 83 6602 . . 837264 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 857, 

^ cly olu s.r v.l v.l «- «t lie « Trp Tyr oly P f - 

Lu cys l« ,.u k. s.r TV, T M s.r c - «Y V! «» «■ « 

S.r 3 ly «, £. »r Pro * V.l olu « v.! s.r OX. s.r «u «- 

A I. V,! Su oly OI» v.l « «, I- -V v.! « II. - I« - 

50 „ T „„ ac;n p ro oly Lys Leu Gly Met Pro 

Glu Gly Glu His lie Tyr Trp Lys Asn Pro Gly y 8Q 

Su «. xi. s.r «p I°p « «o s.r oly =y « « « olu olu 

Hi. Trp Pro Thr Pro Glu XI. - «" »- ^ ~ S. ^ 
G1 y W r «. S°. s.r Thr »« V.I val AX. «, XL « - ~ «~ 
Glu xx. "lu Tnr «. Pro « Glu XX. I*. - - -X Glu Trp « 

s.r £ «» - « cys - -V s.r s.r s«r « V.I X- ^ 

xl. Pro XI, MP 3I» Oly Pro X.e» He Pro « s.r X.ys OXU Thr PI,. 

^ P h e ser «. IS - «■ £ *~ " 3 xS 
XX. W XX. HI TVr GI» Pro » oly - - V- « ~ ™ "° 
ffly Bl« HI oly ser Oly « Pro sly Met Val His cys 



210 

(2 ) INFORMATIONS POUR LA SEQ ID NO: 858: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 497 acides amines 

(B) TYPE: acide amin4 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: 8372 09 83 8 69 9 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 858: 

Met Phe Leu Cys Gin Gin Gly Lys Ala Asp Arg Ala Thr Gin Ala Trp 

15 10 15 

Phe lie Ala Glu Asn Thr Arg Asp Phe Ala Tyr Ala Gin Glu Val Pro 

20 25 . 30 

Leu Glu Gin Ala Thr Thr Tyr lie Trp Lys Leu Lys His Pro Glu Gly 

35 40 45 

Asn Met Pro Lys Gly Val Gly Leu Ser Arg lie Leu lie Phe Lys Asp 

50 55 60 

Asp Ala Gly Lys Val Val Ala Ser Tyr Gin Val Glu Xaa Asn Gin Val 
65 70 75 80 

Glu Gin Leu Ser Ala Leu Ser Trp Gly Phe Leu Ser lie Leu Leu Met 

85 90 95 

Ala Phe lie Gly Gly lie Leu Leu Asn lie Met Pro Cys Val Leu Pro 

100 105 110 

Leu lie Thr Leu Lys Val Phe Ser Leu lie Lys Ser Ala Ala Asp His 

115 120 125 

His Ser Ser Ser Val lie Gly Gly lie Trp Phe Thr Leu Gly Ala lie 

130 135 140 

Val Ser Phe Trp Gly Leu Ala Phe Cys Ala Phe Leu Leu Lys Val Leu 
145 150 155 160 

Gly Gin Asn lie Gly Trp Gly Phe Gin Leu Gin Glu Pro Met Phe Val 

165 170 175 

Ala Val Leu lie lie Val Phe Phe Leu Phe Ala Leu Ser Ser Leu Gly 

180 185 190 

Val Phe Glu Met Gly Met lie Cys Leu Ser Leu Gly Glu Lys Leu Gin 

195 200 205 

Glu Glu Gly Gly Ala Ser Val Arg Lys Asn Gin lie Trp Gly Ala Phe 

210 215 220 

Phe Asn Gly Met Leu Thr Thr Leu Val Thr Thr Pro Cys Thr Gly Pro 
225 230 235 240 

Phe Leu Gly Ser Val Phe Gly Leu Val Met Ala Val Ser Phe Val Lys 

245 250 255 

Gin Leu Ala lie Phe Thr Ala lie Gly Leu Gly Met Ala Ser Pro Tyr 

260 265 270 

Leu Leu Phe Ala Ser Phe Pro Lys Met Leu Ala lie Leu Pro Lys Pro 

275 280 285 

Gly Pro Trp Met Ser Thr Phe Lys Gin Leu Thr Gly Phe Met Leu Leu 

290 295 300 

Ala Thr Ala Thr Trp Leu lie Trp lie Phe Gly Val Glu Thr Ser Ala 
305 310 315 320 

Thr Ala Val Thr lie Leu Leu Val Gly Leu Trp Leu Ala Ala Val Gly 

325 330 335 

Ala Trp lie Leu Gly Arg Trp Gly Thr Leu Val Ser Pro Arg Asn Gin 

340 345 350 

Arg Leu Leu Ala Ser Val Val Phe lie Phe Cys lie Leu Ser Ser Leu 

355 360 365 

Val lie Thr Ser lie Gly Val Arg Tyr Phe Asp Glu Asn Val Pro Pro 
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175 380 
"is s« Ph. MP Trp am s.r «- s« Pro olu «. U- JJP 

« «» w i" «. «i «- «j » ~ - js Trp 

Cys «x Thr C„ i£ ». » W « - « »* S ^ 

Ala P„. M. IS W «Y V- V f - olu M. »P «P ~ - 

Ly3 „ s ii. - «« «» « «» ss oly M s " 

« Pro s.r T*r V,! Tyr *yr Pro «Y « «- ». Pro «« »• 
i£ Pro «u « - « «- - »» V " 



485 

Gin 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 859: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 272 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(v iii) POSITION DANS LE GENOME : 83 87 60 .. 83 9575 
(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 859: 
L eu Ar 9 Lys XI. ASP Tyr Olu Oly Ser Met Olu lie Val Asp Ala His 
In His Leu Ser Ser Olu Olu Pne lie Olu Asp Pne Oly Asp Val Val 
Le u Ar 9 Gl y Us - Ala Oly Val Tnr Ar 9 Val Val Asn Val T*r 
^ Ly s Ala Olu Leu Leu Ar g Ser P*e Ala Tyr Ala Olu Ala ^ Pro 
Asp Trp Met Phe Tyr His Val Ala Gly Tnr Pro Pro Oln Asp Ala Gin 
Sp Asp lie Olu Olu Asp Pne Gin Olu P f Cys Ar g Ala Ala Olu Asp 
Giy L ys Leu Ala fla He Gly Olu Val Gly Leu Asp Tyr Leu Pne Ala 
Vai Gin Ala III du Oln Olu Ar g Oln Lys Olu Val Leu Cys Ar g Tyr 
L eu Oln III Ala Leu Oln His Olu Leu Pro Leu Val Val His Cys Ar g 
Gly lla Pne Olu Asp Pne Pne His He Leu Asp His Val Tyr Ar. Val 
ill Gin Ar g Ala Lys Pro Gly Met Leu His cys Pne Tnr Oly Tfcr Tyr 
G lu Glu Ala Tnr Oil Leu Leu Ala Ar g Asp Trp Tyr He Ser lie Ser 
Gly He Val Tnr P*e Lys Asn Ala Lys Ser Leu Oln Asp Leu Val Olu 
195 2UU 
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Lys 


He 


Pro 


Leu 


Glu 


Arg 


Leu 


Leu 


Val 


Glu 


Thr 


Asp 


Ala 


Pro 


Tyr 


Leu 


210 










215 










220 










Ala 


Pro 


Thr 


Pro 


Leu 


Arg 


Gly 


Lys 


Arg 


Asn 


Glu 


Pro 


Ala 


Asn 


He 


Val 


225 










230 










235 










240 


His 


Thr 


Leu 


Ala 


Arg 


He 


Ala 


Glu 


He 


Lys 


Gly 


He 


Ser 


Val 


Tyr 


Glu 










245 










250 










255 




Leu 


Gin 


Asp 


Ala 


Val 


Ser 


Thr 


Asn 


Val 


Gin 


Arg 


Trp 


Leu 


Arg 


Gly 


Ser 



260 265 270 



(2) INFORMATIONS POUR LA SEQ ID NO: 860: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 214 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: 83 9942 840583 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 8 60: 

Leu Phe Arg Leu Val Phe He Pro Ser Ser Asp Leu Ala He Phe Phe 

1 5 10 15 

Glu Gly Glu Arg He Phe Ser Leu Gin Met Glu Glu His Leu Arg Tyr 

20 25 30 

Gly Arg Asn Leu Ala Tyr Thr Leu Gin Arg Met Thr Ala Trp He Leu 

35 40 45 

Leu Ala Gly Leu Ala Phe His Val He Gin Phe Arg Phe Val Leu Tyr 

50 55 60 

Pro He Gin Val Thr He Gin Gly Lys Thr Phe Tyr Ala Val Ser Phe 
65 70 75 80 

Asp Ala Ala Arg Tyr Pro Ser Val Val Gin Gly Thr Thr Gly Phe Phe 

85 90 95 

He Met Asn Val Pro Phe Ala Glu Gly Gly Pro Gin He Thr Glu Gin 

100 105 HO 

Phe Leu Gin Glu Lys Asp Arg Ala Leu Phe Ala Ser His Lys Ser Tyr 

115 120 125 

He Phe Thr Pro Glu Ala Arg Lys Ala Phe Leu Tyr Ala Val Arg Asn 

130 135 140 

Ala Leu Gly Ser Leu Trp Met Ala He Phe Tyr Thr Leu Phe Val He 
145 150 155 160 

Ala Ala Val Phe His Gly Phe Asn Gly Val Trp Thr Phe Val Ser Arg 

165 170 175 

Trp Gly He He He Ser Ser Arg Tyr Leu Arg Leu Cys Gin He Leu 

180 185 190 

Cys Tyr Val Gly Met Cys Val Val Met Ala Met Gly He Ser Val He 

195 200 205 

Trp Asn Met Tyr Leu Leu 
210 



(2) INFORMATIONS POUR LA SEQ ID NO : 861: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 423 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE: oui 

(vill) POSITION DANS LE GENONE : 840445 .. 841713 

, xl) DESCRIPTION DE I* SEQUENCE : SEQ ID », 861: 

TrP ser « Asp -1 cys « XX. « OJV » «• - «« S" 7° 

L U S.r P~ XX. ^ - « ~ - - « « Asp - cy. c. 

Asp Gly Tyr Gly TV, Gin Ar g « - «» ~ ~ ~ V " 

»» If " 9 ^ 5 » t M Gly n. 2. v.l «x» wu - 
s.r Ala Al. Gin " u A1 » " P "° ° 1Y « 8 ° 
» « T*r «, V.I £ « S« His S« V.I C Al. 31» Gly 

xl « A,» Al, Al. £. As„ « - » « ~ f» 7 

Al. Tyr ~ - ^ Gly U « - - - - " 

P „ v .x £ ox« n =v* « - - - - 

a. - 3i, - » - - « - & - gw m ~ «° 
-i Mg « » w - - - - - mr vai pm r 

s.r Thr Gly Gin Gin ~ « - - « ASP «Xu Gin V.1 «. 

180 T1 , v , Ara G iu Asn His oiu Ph. 

Ar, Ar, oiu Trp Gin Gly W» «• Ila WS " 9 205 

„X Arg E XX. ~ » Tnr ^ - - - 220 ~ ~ ~ 
M . t Asn » - » - « ~ «» ^ S ~ " «• 

S s . ii. ai. ~ .xy -y - «, v.x ix. - oxn « « - » 

s.r Tnr IX. cys £ Oly Al. Al. Asn Oly Arg ~ - « «- - 
260 ^ 265 ^ „ e 

Met His Tyr AXa Asn Pro GXu ^® Gin He ^ 
p ro GXy £ Asp W s « « - XX. « GX U ser V.X Ar g GXy 
oly III Ar 9 V.X Trp *x S Ar fl cys s.r s.r Dys T»r IX. IX. % 
III asp oxy ser Ar g Z P» cys GXy « ; Tnr Gly W s ™ » - 

P„e ... - GXu S - » - - - - - - - « - 

340 , Qlu A i» oly Deu GXy He 

v,l oxy AX. Arg AX. IX. L« f » ^ s Glu * 365 
Asp GXy Ar, His GX. V.X P« S ASP V.X « Hi. « P» -X GX. 
Jr A,n Dys „ «- iU V.X ~ « - Tyr His W s - - 



385 390 
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Gly Glu Asp Pro Lys Lys Val Pro Met Arg lie Phe Leu Arg Cys Thr 

405 410 415 

lie Leu Trp Glu Ala Pro Gly 
420 



(2) INFORMATIONS POUR LA SEQ ID NO: 862: 

(i) CARACTERI ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 2 67 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : OU i 



(Viii) POSITION DANS LE GENOME: 841659 842459 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 862: 



Lys 


Ser 


Pro 


Tyr 


Ala 


His 


Fne 


Ser 


A±a 


vax 


His 


Tyr 


Cor 


Met 


Gly 


Gly 


1 








5 










10 










15 




Ala 


Trp 


Val 


Asp 
20 


Trp 


Pro 


A±a 


Ser 


Asp 
25 


Asp 


Arg 


Asp 


r\±. y 


Asp 
30 


Ser 


Arg 


Tyr 


Arg 


His 


Met 


Thr 


Asn 


He 


Pro 


Gly 


Cys 


Phe 


Asn 


Cys 


Gly 


Glu 


Ser 




35 










40 










45 








Asp 


Phe 


Gin 


Tyr 


His 


Gly 


Ala 


Asn 


Arg 


Leu 


Gly Ala 


Asn 


Ser 


Leu 


Leu 


50 










55 










60 










Ala 


Cys 


Leu 


Tyr 


Ala Gly 


Leu 


Val 


Ala 


Gly 


Asp 


Glu 


Ala 


Ala 


Arg 


Phe 


65 










70 










75 










80 


Val 


Glu 


Ser 


Phe 


Gly 
85 


Ser 


Cys 


He 


Tyr 


Ser 
90 


Gin 


Gin 


Asp 


Leu 


Asn 
95 


Gin 


Ala 


Leu 


Gin 


Gin 
100 


Glu 


Gin 


Glu 


He 


Ser 
105 


Arg 


Glu 


He 


Leu 


Ser 
110 


Arg 


Gin 


Gly 


Gly 


Glu 


Asn 


Ala 


Phe 


Ala 


Leu 


His 


Glu 


Glu 


He 


Ala 


Arg 


Val 


Met 


115 










120 










125 








Val 


Ser 
130 


Asn 


Val 


Thr 


Val 


Lys 
135 


Arg 


Glu 


Asn 


Lys 


Ala 
140 


Leu 


Glu 


Glu 


Thr 


Leu 


His 


Lys 


Leu 


Lys 


Glu 


Phe 


Arg 


Glu 


Arg 


He 


Lys 


Lys 


Val 


Ser 


Val 


145 










150 










155 










160 


His 


Asp 


Ser 


Ser 


Arg 


Phe 


Ala 


Asn 


Lys 


Thr 


Phe 


His 


Phe 


Val 


Arg 


Gin 








165 










170 










175 




Met 


Glu 


Pro 


Met 


Leu 


Glu 


Leu 


Ala 


Leu 


Ala 


He 


Thr 


Thr 


Gly Ala 


Leu 








180 










185 










190 






Leu 


Arg 


Asn 
195 


Glu 


Phe 


Arg 


Gly 


Ser 
200 


His 


Tyr 


Lys 


Pro 


Glu 
205 


Phe 


Ser 


Lys 


Arg 


Asp 
210 


Asp 


Val 


Asn 


Trp 


Leu 
215 


Lys 


Thr 


Thr 


He 


Ala 
220 


Thr 


Tyr 


Ser 


Val 


Asp 


Glu 


Pro 


Glu 


He 


Ser 


Tyr 


Lys 


Lys 


Val 


Asp 


Thr 


Arg 


His 


Val 


Asn 


225 










230 










235 










240 


Pro 


Glu 


Leu 


Arg 


Asp 
245 


Tyr 


Thr 


Arg 


Gin 


Gly 
250 


Ala 


Lys 


Asp 


Val 


Val 
255 


Leu 


Glu 


Asn 


He 


Pro 
260 


Ala 


Asn 


He 


His 


Phe 
265 


Pro 


He 













(2) INFORMATIONS POUR LA SEQ ID NO: 863: 
(i) CARACTERI STIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 182 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

, vil l, POSITION DANS LE GENOME : 842523 .. 843068 

, xi , DESCRIPTION DE LA SEQUENCE : SEC; ID NO, 863, 

^ xrp Glu S.r *» «u L.u C!U L.u Hi. Pro Giy ol. « »1 

Lr Ai= L.u ~ «» «« - » "° V " " y 

20 ^ p . Ai a cvs Leu Glu Glu Val Cys 

^ tt,i Ttd Glu Gin Ala Lyb ut=u. 

Arg Val Asp Pro Val Val irp ^ 45 

oly ser cys - L.u £1 L„ «V n. Pro « «» - cys T*r 
M. Leu .1. "is «» "is M« Asp Ai, Lys « Glu Il« Lys L.u Ala 

S. « - »- « Vil " 3 io p " u ,l * val ASP - 9 s " 

v,i M.t P». Lys « «• «» J- G1 ° W MP " e JS " a 

100 , „ t,,<= -rip ser Gin Glu Glu Gin Thr 

Lys Cys Gly Glu Gly Ala oly Pro Lys He ^ 

L eu Me, £ Ser Leu Ser « cys Me, T*r Cys Gly Cys Cys T*r Glu 
Ala cys Pro Gin Val Asn Glu Lys Ser Asp Phe Me, Gly Pro Ala Ala 
ife Gly Lys A,, Val fie l~ Leu lie Leu Glu Ar 9 Asn Val Glu 



165 

Arg Val Gly Tyr Glu His 
180 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 864: 

(i ) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 155 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vil i, POSITION DANS LE GENOME: c«*l— * ,84303! .. 843495, 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 864. 
,. u Aia Asn Pn. Leu Ala .1. Ala « Ph. Ph. Ph. M. Lys ~ 
Lu Leu Tyr v,i 5.1 Lys Ser cys Ar 3 Ph. ser Pro Hi, Lys Thr ser 
ser ser Lys S» Al, Ph. ser L.u Leu Ala Lys Giu s.r Asn Tnr Glu 
to ser 11 Ar 3 Asp Thr Lys Lys G ly val Ph. S.r L.u Pro L.u 
50 55 
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Pro 




Asn 


Lys 


lie 


Ala 


Met 


Gin 


Ser 


Ser 


Lys 


Leu 


Lys Ser 


Pro 


His 


65 






70 










75 








80 


Leu. 


Gin 


Lys 


Thr 


Leu 


Cvs 


Tyr 


Ser 


Ser 


Val 


Phe 


Phe 


Leu Asn 


Asn 


Glu 










85 










90 








95 




Glu 


Asn 


Asn 


Ala 


Arg 


Lys 


Glu 


Lys 


Arg 


Glu 


Thr 


Ser 


His Pro 


He 


Ala 








100 










105 








110 






GlU 


Met 


Leu 


Ser 


Val 


Lys 


Gly 


Asn 


Phe 


Leu 


Gly 


His 


Thr Arg 


Thr 


Gin 






115 










120 










125 






Leu 


Trp 


Ala 


Cys 


Pro 


Asp 


Pro 


Ser 


He 


Pro 


Arg 


Val 


Pro He 


Asn 


Ala 




130 










135 










140 








Arg 


Asn 


Arg 


Leu 


Ser 


Arg 


Arg 


Phe 


Ser 


Pro 


Gly 










145 










150 










155 











(2) INFORMATIONS POUR LA SEQ ID NO: 865: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 986 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 84323 9 .. 84619 6 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 865: 



Gin 


Arg 


Val 


Phe 


Trp 


Arg 


Trp 


Gly 


Leu 


Leu 


Ser 


Phe 


Glu 


Asp 


Cys 


He 


1 








5 










10 










15 




Ala 


He 


Leu 


Phe 


His 


Gly 


Lys 


Gly 


Arg 


Glu 


Lys 


Thr 


Pro 


Phe 


Phe 


Val 








20 










25 










30 






Met 


Ser 


Arg 


Leu 


Asp 


Val 


Ser 


Val 


Phe 


Asp 


Ser 


Leu 


Ala 


Asn 


Lys 


Glu 






35 










40 










45 








Lys 


Ala 


Ser 


Leu 


Leu 


Glu 


Glu 


Val 


Leu 


Cys 


Gly Glu 


Asn 


Leu 


Gin 


Asp 


50 










55 










60 










Phe 


Thr 


Thr 


Tyr 


Ser 


Lys 


Val 


Ala 


Leu 


Ala 


Lys 


Lys 


Asn 


Leu 


Ala 


He 


65 










70 










75 










80 


Ala 


Arg 


Lys 


Leu 


Ala 


Ser 


Tyr 


He 


Leu 


Asn 


Glu 


Glu 


Gly Asp 


Leu 


Glu 










85 










90 










95 




Leu 


Ser 


Arg 


Val 


Val 


Glu 


Ser 


He 


Gin 


Leu 


Leu 


Thr 


Lys 


Cys 


Leu 


Tyr 








100 










105 










110 






Pro 


Leu 


Gly 


Pro 


Tyr 


Arg 


Gin 


Gly 


Glu 


Gly 


Pro 


He 


Arg 


Glu 


His 


Val 






115 










120 










125 








Leu 


Lys 


Met 


Leu 


Glu 


Phe 


Leu 


Arg 


Asp 


Asp 


Gin 


Glu 


He 


Lys 


Asn 


Arg 




130 










135 










140 










Phe 


Arg 


Arg 


Phe 


Phe 


Val 


Pro 


Ser 


Tyr 


Ala 


Arg 


Val 


Gin 


Asp 


Leu 


He 


145 






150 










155 










160 


Arg 


Asn 


Thr 


Leu 


Ala 


Leu 


Pro 


Ala 


Ser 


Glu 


Thr 


Val 


Thr 


Val 


Arg 


His 








165 










170 










175 




Val 


Arg 


Glu 


Ala 


Ala 


Leu 


Val 


Ala 


Leu 


Phe 


Thr 


Tyr 


Leu 


Arg 


Gin 


Asp 






180 










185 










190 






Val 


Gly 


Ser 


Cys 


Phe 


Ala 


Thr 


Ala 


Leu 


Ala 


He 


Leu 


He 


His 


Arg 


Glu 




195 










200 










205 








Tyr 


Pro 


Leu 


Leu 


Phe 


He 


Arg 


Asp 


Leu 


Glu Asp 


Leu 


Leu 


Ser 


Ser 


Gly 


210 










215 










220 










Lys 


He 


Ser 


Arg 


He 


Val 


Gly 


Asp 


Arg 


Glu 


He 


Ser 


Val 


Pro 


He 


Asn 


225 










230 










235 










240 


Leu 


Leu 


Pro 


Cys 


Val 


Gly Asp 


Leu 


Phe 


Lys 


Pro 


He 


Cys 


Val 


Met 


Asp 
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250 255 



2i D yj 

245 t — , Tv i q^-r ser Asp Leu Gin 

L eu Tyr Pro Asn Pro Val Ala Thr Leu Ala Ala Ser 

, 11°. Al _ ser Gly He Phe Pro Thr Thr Gly Asp He Ala 
Ala Ala Phe Val Ala Ser uj.y u 285 

Qly olu m Thr l» «u Ala Asn giu «- n; ^ am w v.i 
Gin asp .i. Hi. w n- ~ his asp v.i ii. ain asp - 

£ L eu Hi. Hi. W -u S.r « *r V.I Gin « « 

L eu Gin Glu Gly 2£ Arg W Glu « « ™ r "~ 

340 , » v »i t=u Ser Tyr Leu Glu Ser Tyr Glu Gin 
Ser Thr Asn Ser Gin Arg Val Leu Ser Tyr ^ 

Rla ws r.u c» «- n. «| « ~ «- « ~ Leu teu Lys s " 

«p "lu Tyr Thr « «a Thr ... Ala -P ~ «» ™ *£ 

J£ , y . Hi. « «n "J ^ - J? ^ " P MP 

oly I..U Arg Glu x" II. « « * - «» G1 " Si 
^r Gin Al. !£ Ala o W Gin c y , Glu Glu Thr Tyr - «« »• W 
A1 a «. S Glu Tyr v.i Glu « Arg « « « » »• ~ «" 

G1 „ s ~ «= ii. « m« « -p «■ ~ «■ »• « Gin s; 

S A.» »" ITo A " ^ «S 

Lys M.t II. « i£ Pro A.P Ph. « « ~ ™« ^ |S ™ " U 
IX. Pro Asn Sr Phe «. s.r v., Tyr M p »U «- £ «» - 

515 , 1 tvi^ Piv Phe Ara He Leu Phe Thr 

ser Gly Asn Tyr Gin MP Val Pro Al» Gly Phe Arg 

w Sy Arg Ser Hi. Pro Asn »r Trp Glu Pro He Tyr ser II. Glu 
= 4 lu Ph. II. Hi. Al, Si Thr Glu Phe Ph. Thr Ser lie Glu Gly Asp 
L eu ,.u Al, Hf. Asn v,l « Gly « Glu ,y Glu Thr Ser II. 
,eu ,.u Hi. S II. -1 ser Ala I,u Hi. Glu Pro Arg Phe Gin Glu 

595 r Tvr Asn Cvs Pro He Pro Gin 

Al. Ala M.t Glu Arg II. Leu Ly Al. Tyr Asn cy^ 

„ y l" Ph. Gin His ,.u Asp Gin Val Thr HU Thr Pro Trp Val Tyr 
III ser Gly Gl y Thr val Thr Thr M u Val Gl y Asp T.r Phe Glu A.» 
ser ,ys Pro « ^ ,y. «« Glu Jg ,.u Pro Al. Asp Pro His Giu 
« Al. Al. Phe Ph. Al. Asp Al. ,eu L. y s A.P ,.u Pro Glu Al. Val 
Ly , asp Sr V.1 Glu Asn Gly Asp His s.r ,.u « Ala Al. Al. Pro 

690 , rml 7,1= Ala Pro Leu Phe Arg Asp Ala 

Ser His Val Phe Ser Val Thr Ala Gly Ala Pro l, ^ 

705 710 
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Trp 


my-, -w- 
± 11 IT 


Asn 


Asp 


Xi-P 




Ser 


TVr 


Thr 




Leu 


Arg 


Asp 


Val 


Tro 


Leu 








725 










730 










735 




Ser 


Lys 


rlXS 


pl n 

bin 


Asp 


PhD 


T.oi 1 




Arg 


Thr 


Leu 


Phe 


Asp 


Lys 


Ser 


Ala 








7 An 










745 










750 






x j.e 


Tyr 




lr lies 


lie 


Thr 


Arg 


Phe 


Cys 


Thr 


Arg 


Tvr 


Tvr 


Leu 


Gin 


Glu 




7^ 










760 










765 








Leu. 


Tnr 


pin 


Asp 


T.oi i 


UcU 


xyx 


rue 


Cys 


Asp 


Asp 


Leu 


Ser 


Leu 


Ser 


He 




*7 *7 n 










77^ 










780 










Pro 


L» JLU 




ryr 


vjIU 


i_i _y & 


Ser 


Ser 


Arg 


Phe 


Phe 


Gin 


Ser 


Thr 


Val 


His 


/ OD 










790 










795 










800 


Asp 


Vj J.U. 


Lys 


val 


V A J. 


Ala 


Thr 


Leu 


Gin 


Lys 


TVr 


Leu. 


Ala 


Ser 


Gin 


Phe 








805 










810 










815 




va± 


HIS 


/"•*1 n 
bill 


Ala 


Pro 


Tyr 


Vul 


O fc: !_ 


Glu 


Gin 


Gin 


Leu 


Pro 


Gin 


He 


He 


















825 










830 






Ser 


Asp 


Leu 


Ser 


Ser 


Tyr 


Leu 


\j ±y 


lie 




Ser 


Arg 


He 


Ser 


xy j. 


Asp 






O -J _J 










840 










845 










Leu 






Leu 






Glu 


Asn 


Val 


Glv 

vj xy 


Lys 


His 


Ser 


Leu 


Leu 














855 










860 










Ser 


Ser 


Ser 


Asp 


Leu 


Arg 


Mi c; 


T .01 1 


1 Y I 


Lys 


Gly 


Leu 


Leu. 


Met 


Ala 


Glv 

vjj.y 


o ez c 
ODD 










O / U 










87 5 










880 


Tyr 


pi- 


Arg 


val 


Tyr 


xl 1 ir> 


o±u 


r* 1 11 

ulU 


Asp 


Leu 


Ser 


Met 


Arg 


Leu 


He 


Ala 








Q Q C 
DO J 










Qon 










895 




Ala 


Met 


Arg 


TT -I 

rilS 


Tyr 


\j j.y 


Leu 


Ala 

A -LCI 


xyr 


IT 1_ W 


Ala 


Pro 


Leu 


Leu 


Phe 


Glv 








900 










905 










910 






Asp 


Thr 


Asn 


Trp 


Ala 


Tyr 


Arg 


Tyr 


Phe 


Gly 


Phe 


He 


Xaa 


His 


Pro 


Gly 






915 










920 










925 








Thr 


Gin 


Glu 


Met 


Asp 


Leu 


Trp 


Glu 


Phe 


Asn 


Tyr 


Leu 


Gly 


Leu 


Val 


Gly 




930 










935 










940 










Arg 


Pro 


Ser 


Glu 


Asn 


Lys 


Glu 


Arg 


Trp 


Phe 


Ala 


Val 


Arg 


Asp 


Pro 


Trp 


945 










950 










955 










960 


Ala 


Leu 


Tyr 


Pro 


Glu 


Ser 


His 


Arg 


Leu 


Arg 


Asn 


Gly 


Pro 


Ser 


Thr 


Arg 










965 










970 










975 




Leu 


Ser 


Lys 


Trp 


He 


Ala 


Glu 


Arg 


Phe 


Phe 















980 985 



(2) INFORMATIONS POUR LA SEQ ID NO : 866: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 112 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

{ i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 843802 844137 ) 

<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 866: 

He Asn Ser Leu Ala Ser Ser Val Cys Thr Ser Pro Ala He Ser Pro 

15 10 15 

Val Val Gly Asn Met Pro Glu Ala Thr Asn Ala Ala Cys Lys Ser Asp 

20 25 30 

Glu Ala Ala Arg Val Ala Thr Gly Leu Gly Tyr Lys Ser He Thr Gin 

35 40 45 

He Gly Leu Asn Lys Ser Pro Thr His Gly Arg Arg Leu He Gly Thr 

50 55 60 

Glu He Ser Arg Ser Pro Thr He Arg Asp He Phe Pro Glu Asp Asn 



1571 



65 



Ly s S .r s.r W . s.r Z, «« »» £° °* ^ S « "» 
Arg n . Al, «» Ala V,! Ala W. ? 1„ Asp Pro Tfcr «: cy» «, «. 

100 lu:> 



75 



80 



(2) INFORMATIONS POUR LA SEQ ID NO: 867: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 609 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(v iii, POSITION DANS LE GENOME : complement (846217 .. 848043 ) 
(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 867: 
Asn lie cys Phe Arg Cys Gly Met Arg Gin Thr Phe Thr Lys Arg He 
Lu Leu Pne Leu Pne Leu Val He Pro Ala Pro Leu Leu Leu Asn Leu 
Val val Leu Ser Phe Phe Ser Phe Ala Ala Val Lys Thr Thr He He 
Oin Asp Leu His Thr Arg Thr Met Asn Phe Asn Leu Glu Leu Glu Lys 
Lys He Ala He Gin Asn He Phe Leu Lys Arg Leu Ala Glu Thr Leu 
fla Leu Lys Thr Leu Thr Thr Ser His Asp Phe Phe Thr Glu Ala Tyr 
Ser Glu Met He Ala Leu Gly Asp Thr Asp Leu Ser Leu Cys Leu Leu 
ser ser Ala 111 Asp Ser He Arg Thr Lys Asn Pro Arg Asp Pro Phe 
Val Arg Tyr He Lys Ala His III Glu He Arg Asp Lys Leu lie Gin 
Asn III Gly Asn Ala Ser Leu He Ser He Ser Glu Arg Pro Asp Thr 
III Asp His Tyr Leu la! Phe Ala Glu Pro Leu Pro He ^r Glu Asp 
Pro Ser Leu Ala Gly Trp Val He Ala Phe Tyr Ser Met Gin Lys Leu 
Arg Asn Tyr Leu Phe His Asn Lys Gin Ser Tyr Gin Asp Leu Leu cys 
*y r Leu Asn His Lys Gly Glu Leu Leu Phe Ser Asp Ser Ser Pro Phe 
Oln Asn Gly Ala Phe Ser III Ser Met Glu Gly Tyr Pro Ala Leu Ser 
III Glu Lys Ala ser £r Pro Leu Glu Pro Ser Pro Glu Leu Phe Lys 
Aia Lys Glu Leu Leu Lys Val Ser Asn Thr Arg Glu Asn Phe Leu Ser 
L eu Phe lie Ser Leu Ala Ala Tyr Thr Thr Tyr Pro Phe Ser Cys Ala 
ASP Pro sir lie His Leu His Tyr Thr Ser Leu Arg Leu Pro He Asn 
290 295 
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Val lie Leu Phe 
305 

Ser Cys Thr Ser 

Ser Met Glu Ser 
340 

Gin Pro Tyr Gly 
355 

Thr Leu Leu Leu 
370 

lie Ser Gly Asn 
385 

Lys Asp Thr Leu 

Phe Ser Leu His 
420 

Gly Trp Val Ala 
435 

lie Ala Gly Asp 
450 

Arg Ser Leu Phe 
465 

lie Cys His Lys 

Glu Ala Ser Val 
500 

Ser Leu Ser Val 
515 

Lys Arg Gin Glu 
530 

Thr Gly Asp lie 
545 

Tyr Leu Lys Thr 

Pro Leu Asn Ser 
580 

Ser Lys Asn Gin 
595 

He 



Tyr He Leu Ala 
310 

Lys Arg Leu Asn 
325 

Ala Trp Lys Gly 

Tyr Glu He Asn 
360 

Leu Leu Asn Val 
375 

Leu Leu Gin Lys 
390 

Leu Cys Gin Arg 
405 

Tyr Leu Gin Gly 

Thr Pro Glu Lys 
440 

He Gly Leu Pro 
455 

Leu Thr Tyr Ala 
470 

Thr Met Arg Ser 
485 

Ser He Ala Cys 

Leu Thr Glu Gly 
520 

His Leu Leu Thr 
535 

Leu Val Cys Leu 
550 

Leu Pro He Glu 
565 

Lys Asn Phe Ala 

Thr Gin He Asp 
600 



Phe Ser Leu Met 
315 

Arg Pro Leu Gin 
330 

Asn His Asn Val 
345 

Glu Leu Gly Asn 

Lys Glu Lys Ala 
380 

Glu Leu Ala Leu 
395 

Ser Asn Ser Leu 
410 

Glu. Gin Gin Thr 
425 

Asp Arg Leu Phe 

Ser Tyr Leu Tyr 
460 

Ser Leu Gly Tyr 
475 

Phe Asp Glu Thr 
490 

Leu Glu Tyr Asp 
505 

Ala Asn Pro Pro 

Met Ser Glu Gin 
540 

Thr Gly Gly Pro 
555 

Ala Leu Leu Lys 
570 

Glu Met Leu Thr 
585 

Gly Ala Val Gly 



Gly Trp Val Leu 
320 

Glu Leu Ser Val 
335 

Arg Tyr Glu Pro 
350 

He Phe Asn Cys 
365 

Glu He Glu Tyr 

Leu Ser Ser Leu 
400 

Pro Gly Gly Thr 
415 

Gly Tyr Phe Tyr 
430 

Gly Val He Gly 
445 

Ala Leu Ser Ala 

Ser Leu Pro Ser 
480 

Thr Val Gly Asn 
495 

Leu Ser Ser Lys 
510 

Thr Leu Phe He 
525 

Gin Arg He Glu 

His He He Gin 
560 

Asp Pro Leu Ala 
575 

Thr Met Leu Arg 
590 

Phe Leu Ser Phe 
605 



(2) INFORMATIONS POUR LA SEQ ID NO: 868: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 658 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 848150 850123 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 868: 

Ala Pro Leu Gly Lys Lys Arg Glu Met Thr He Pro He His Glu Asn 

15 10 15 

Lys Tyr Ser Met He Ser Phe Thr Arg Thr He Gly Phe Arg Leu Trp 
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I,eu lie cys Val Ala Ala He Met Phe Pro Leu Gly lie Asn He Leu 

40 



35 

Gin Leu Asn 



oin Leu Gin Gin Tyr Lys Lys Thr Leu Ser Ser He Thr Ser 

ASP Leu Arg Glu Asn Ala Leu Phe Lys Ala His Thr Leu Gin Gin Thr 
lie Pro Leu Asn He Asp He Leu Ala Leu Phe Ser Glu He Phe Asp 
L eu Asp Arg Gly Val Pro Ala Glu Pro Asp Leu Ala Leu Ser Lys Glu 



i? q er Thr Tvr Lys Glu lie Ser Leu Val Lys 

Met Glu Lys lie Phe His Ser Tiir ryr i-.y* 

120 - L 



Lys Glu III Asp Gly Asn Phe Arg Val Val Ala Ser Ser Arg He Glu 



115 

Asp Gly Asn Phe Arg Val vai 
135 

t\/t Asn Gin Glu lie 

155 



Gin III Gly Lys Asn Tyr Asn Gin Glu He Phe Leu Ser Asp Ser Gin 



£o Phe Leu Ala Thr Leu Arg His Ser Gly Ser Asp Ser Gin Val Leu 
XI. Val Leu Gin Thr Asn He Phe Asp He Ser Ser Gin Glu Val Leu 
Oly Val Leu Tyr Thr Leu Ser Asp Thr Asn Tyr Leu Leu Asn Gly Leu 
L eu Ala Ala Lys Asp Pro Leu Ser Val Lys Thr Ala He Leu Ser Lys 
Asn lly He He Leu Gin III Thr Asp Ser Ser Leu Asp Leu Val Ser 



215 

Gly He lie Leu Gin 
III Hi. W »r «X 22 W ol« Oln Ph. cy. »> V.l Ph. « Ar a 

Asp He cy, Pro Pro His Leu L.u Leu *r, Pro Pro L.u As„ Leu 



230 235 



Asp 



Asp Pro Leu Pro Tyr Gly Glu Asn Phe Val Ser Phe Cy. He Gly Asn 



280 



Thr Glu Met Trp Gly Tyr He His Ser Leu Pro Glu Met Asp Phe Arg 



295 



He III Thr Tyr Glu Glu Lys Ser He He Phe Ala Ser Leu Trp Arg 
HI Thr Leu Leu Tyr III Ala Tyr Phe Cys Cys Val Leu Leu Gly Ser 
lie Thr Ala Phe III Val Ala Lys Arg Leu Ser Lys Pro He Arg Lys 



Leu Ala Thr III Met Met Glu Thr Arg Arg Asn Gin His His Pro Tyr 



360 



Olu Pro Asp ser Leu Gly Phe Glu He Asn His Leu Gly Glu He Phe 

375 380 



Asn III Met Val Gin Ser Leu Ser Gin Gin Gin Ser Leu Ala Glu Lys 



A sn Phe Glu He Lys III His Ala Gin Asn Ala Leu Arg Leu Gly Glu 



405 410 



Glu Ala Gin Gin Arg Leu Leu Pro Asn Gin Leu Pro Asp Ser Ala Thr 



Thr Glu He til Lys Ala Tyr He Pro Ala Val Thr Val Gly Gly Asp 



425 



440 



445 



Phe Phe Asp He Phe Val He Gly Glu Gly Pro Gin Ala Lys Leu Phe 



Leu !l! val Ala Asp Ala Ser Gly Lys Gly Val Asn Ala Cys Ala Tyr 

ill Leu Phe Leu Lys Asn Met Leu His Thr Phe Leu Ser Glu Leu Ser 

485 490 
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Ser lie Gin Glu Ala 
500 

Thr Ala Glu Ser Gly 
515 

Tyr Ala Thr Arg Glu 
530 

Cys Leu Arg Ala Pro 
545 

Met Ala Leu Gly Phe 
565 

Leu Val Leu Glu Glu 
580 

Thr Glu Ala Ser Asn 
595 

Lys Ala Leu Val Ala 
610 

Gin Ser lie Met Phe 
625 

His Asp Asp lie Thr 
645 

Ala Tyr 



(2) INFORMATIONS POUR LA SEQ ID NO : 869: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 472 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 85023 0 851645 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 869: 



He 


Pro 


Arg 


Tyr 


Asp 


Pro 


Phe 


Leu 


Leu 


Arg 


Glu 


Ser 


Pro 


Ser 


Glu 


Pro 


1 








5 










10 










15 




Ser 


Leu 


Cys 


He 


Ala 


Val 


He 


His 


Ala 


His 


Arg 


Arg 


Lys 


Leu 


Asp 


Lys 








20 










25 










30 






Thr 


Ser 


Glu 


Leu 


Leu 


Ser 


Leu 


Thr 


Val 


Leu 


Asp 


Lys 


Asp 


Leu 


Val 


Met 






35 










40 










45 








Phe 


Asp 


Val 


Val 


He 


Ser 


Asp 


He 


Glu 


Ala 


Arg 


Glu 


He 


Leu 


Asp 


Ser 




50 










55 










60 










Arg 


Gly 


Tyr 


Pro 


Thr 


Leu 


Cys 


Val 


Lys 


Val 


He 


Thr 


Asn 


Thr 


Gly 


Thr 


65 










70 










75 










80 


Phe 


Gly 


Glu 


Ala 


Cys 


Val 


Pro 


Ser 


Gly 


Ala 


Ser 


Thr 


Gly 


He 


Lys 


Glu 










85 










90 










95 




Ala 


Leu 


Glu 


Leu 


Arg 


Asp 


Lys 


Asp 


Pro 


Lys 


Arg 


Tyr 


Gin 


Gly 


Lys 


Gly 








100 










105 










110 






Val 


Leu 


Gin 


Ala 


He 


Ser 


Asn 


Val 


Glu 


Lys 


Val 


Leu 


Val 


Pro 


Ala 


Leu 






115 










120 










125 








Gin 


Gly 


Phe 


Ser 


Val 


Phe 


Asp 


Gin 


He 


Thr 


Ala 


Asp 


Ala 


He 


Met 


He 




130 










135 










140 










Asp 


Ala 


Asp 


Gly 


Thr 


Pro 


Asn 


Lys 


Glu 


Lys 


Leu 


Gly 


Ala 


Asn 


Ala 


He 


145 










150 










155 










160 


Leu 


Gly 


Val 


Ser 


Leu 


Ala 


Phe 


Ser 


Lys 


Ser 


Cys 


Leu 


Gin 


He 


Leu 


Tyr 



Val Gin Gin Thr Ala 
505 

Met Phe Val Thr Leu 
520 

Leu Glu Tyr Tyr Ser 
535 

Asn Gly Asp He Ser 
550 

Leu Pro Glu Val Pro 
570 

Glu Ser Leu Leu Val 
585 

Lys His Gly Glu Met 
600 

Ser Leu Thr Lys Gin 
615 

Ser He Lys Ser Phe 
630 

Leu Leu Val Leu Lys 
650 



Ala Leu Phe Tyr Gin Gin 
510 

Cys He Tyr Cys Tyr His 
525 

Cys Gly His Asn Pro Ala 
540 

Phe Leu Ser His Pro Gly 
555 560 
Pro His Pro Ala Tyr Thr 
575 

Leu Tyr Thr Asp Gly Val 
590 

Phe Gly Glu Glu Arg Leu 
605 

Ser Ala Glu Glu Ala He 
620 

Val Lys Asp Cys Pro Gin 
635 640 
He Pro Lys Glu Pro Ser 
655 
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165 



Arg Asp Leu Leu Tyr Arg Tyr Leu Gly Gly Ser Phe Ser His Val Leu 

lob 



Pro Cys Pro HI Met Asn Leu lie Asn Gly Gly Met His Ala Thr Asn 
Gly Leu Gin Phe Gin Glu Phe MeJ He Arg Pro lie Ser Ala Pro Ser 



215 



Leu Lys Glu Ala Val Arg Met Gly Ala Glu Val Phe Asn Ala Leu Lys 



Lys He Leu Gin Asn Arg Gin Leu Ala Thr Gly Val Gly Asp Glu Gly 

245 

Gly Phe Ala Pro Asn Leu Ala Ser Asn Ala Glu Ala Leu Asp Leu Leu 

Leu Thr Ala He Glu Thr Ala Gly Phe Thr Pro Arg Glu Asp He Ser 

9-7^ 280 28b 

Leu Ala Leu Asp Cys Ala Ala Ser Ser Phe Tyr Asn.ftr Gin Asp Lys 

Thr Tyr Asp Gly Lys Ser Tyr Ala Asp Gin Val Gly He Leu Ala Glu 



310 



III cys Glu His Tyr Pro He Asp Ser He Glu Asp Gly Leu Ala Glu 

Glu Asp Phe Glu III Trp Lys Leu Leu Ser Glu Thr Leu Gly Asp Arg 

340 345 
Val Gin Leu Val Gly Asp Asp Leu Phe Val Thr Asn Ser Ala Leu He 



Ala Glu III He Ala Gin Gly Leu Ala Asn Ala Val Leu He Lys Pro 



360 



375 380 



Asn III He Gly Thr Leu Thr Glu Thr Ala Glu Ala lie Arg Leu Ala 



390 



Thr lie Gin Gly Tyr Ala Thr He Leu Ser His Arg Ser Gly Glu Thr 



Glu Asp Thr Thr ill Ala Asp Leu Ala Val Ala Phe Asn Thr Gly Gin 



410 



He Lys Thr £y Ser Leu Ser Arg Ser Glu Arg He Ala Lys Tyr Asn 



425 



440 



445 



Arg Leu Met Ala He Glu Glu Glu Met Gly Pro Glu Ala Leu Phe Gin 

450 455 460 

Asp Ser Asn Pro Phe Ser Lys Ala 
465 470 

(2) INFORMATIONS POUR LA SEQ ID NO: 87 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 676 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME : complement (851669 .. 853696) 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 870: 

Lys lie Leu Thr Thr He His Cys Val Gly Gly Gly Val Leu Lys Gin 

Gin Phe Val Leu His Ala Pro Phe Leu Pro Cys Gly Asp Gin Pro Glu 
20 25 30 
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Ala lie Arg Arg 
35 

Val Leu Leu Gly 
50 

Val lie Ala Asn 
65 

Thr Leu Ala Ala 

Asn Ala Val Glu 
100 

Ala Tyr lie Ala 
115 

Asn Asp Glu lie 
130 

Glu Arg Arg Asp 
145 

lie Gly Ser Pro 

Gly Lys Glu Tyr 
180 

His Tyr Gin Ala 
195 

Gly Ser Val lie 
210 

Arg Leu Glu Phe 
225 

Pro Leu Thr Met 

Pro Gly Ser His 
260 

Arg Thr lie Arg 
275 

Arg Pro Val Glu 
290 

Glu Met lie Lys 
305 

Arg His Phe Thr 

Asp Tyr Phe Pro 
340 

Thr Leu Pro Gin 
355 

Gin Ser Leu Val 
370 

Arg Pro Leu Thr 
385 

Tyr Val Ser Ala 

His lie lie Glu 
420 

Pro Glu lie Arg 
435 

lie Arg Gin Arg 
450 

Val Thr Lys Lys 
465 

Gly lie Ala Ala 
Thr Gin He Leu 



Leu Ser Gin Gly 
40 

Thr Thr Gly Ser 
55 

Val Asn Val Pro 
70 

Gin Leu Tyr Gin 
85 

Tyr Phe He Ser 

Arg Ser Asp Thr 
120 

Asp Lys Leu Arg 
135 

Thr Leu He Val 
150 

Asp Asn Tyr Ser 
165 

Pro Arg Ser Gin 

Ser Ser Thr Pro 
200 

Asp I le Phe Leu 
215 

Met Asn Asp Thr 
230 

He Pro Ser His 
245 

Tyr Val Thr Pro 

Glu Glu Leu Glu 
280 

Gin Glu Arg Leu 
295 

Glu He Gly Phe 
310 

Gly Ala Ala Pro 
325 

Asp Asp Phe Leu 

Leu Arg Ala Met 
360 

Glu Tyr Gly Phe 
375 

Tyr Glu Glu Ala 
390 

Thr Pro Gly Asp 
405 

Gin He He Arg 

Pro Ala Lys Gly 
440 

Leu Arg Lys Asp 
455 

Leu Ala Glu Asp 
470 

Ala Tyr Leu His 
485 

Thr Asp Leu Arg 



He Thr Asp Gly 

Gly Lys Thr Phe 
60 

Thr Leu Val Leu 
75 

Glu Phe Lys Ala 
90 

Tyr Tyr Asp Tyr 
105 

Tyr He Glu Lys 

Leu Ser Ala Thr 
140 

Ser Ser He Ser 
155 

Ser Met Ala Leu 
170 

Leu Ser Ser Gin 
185 

Gin Arg Ser Ala 

Ala Tyr Glu Ser 
220 

Leu He Ser He 
235 

Thr Thr Ser Ser 
250 

Glu Ala Val Arg 
265 

Gin Arg Met Leu 

Phe Gin Arg Thr 
300 

Cys Lys Gly He 
315 

Gly Glu Pro Pro 
330 

Leu He He Asp 
345 

Tyr Arg Gly Asp 

Arg Leu Pro Ser 
380 

Arg Arg Tyr Phe 
395 

Leu Glu He Gin 
410 

Pro Thr Gly He 
425 

Gin lie Asp Asp 

Gin Glu Lys He 
460 

He Ala Ala Phe 
475 

Ser Gly He Glu 
490 

Leu Gly Asn He 



Val Pro Ala Gin 
45 

Thr Met Ala Asn 

Ala His Asn Lys 
80 

Phe Phe Pro Glu 
95 

Tyr Gin Pro Glu 
110 

Ser Leu Leu He 
125 

Arg Ser He Leu 

Cys He Tyr Gly 
160 

Thr Leu Glu Val 
175 

Leu Val Arg Met 
190 

Phe Arg Glu Arg 
205 

Asp Leu Ala Val 

Glu Tyr Val Asp 
240 

He Thr Leu Tyr 
255 

Glu Gin Ala He 
270 

Phe Phe Glu Gly 
285 

Thr His Asp He 

Glu Asn Tyr Ser 
320 

Thr Cys Leu Leu 
335 

Glu Ser His Gin 
350 

Gin Ser Arg Lys 
365 

Ala Phe Asp Asn 

His Arg Val He 
400 

Glu Ser Arg Gly 
415 

Pro Asp Leu Leu 
430 

Leu Leu Glu Glu 
445 

Leu Val He Ser 

Leu Ala Glu Leu 
480 

Thr Ala Glu Arg 
495 

Asp Val Leu He 
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500 505 510 

Gly Val Asn Leu Leu Arg Glu Gly lie Asp Leu Pro Glu Val Ser Leu 

Val Ala He Leu Asp Ala Asp Lys Glu Gly Phe Leu Arg Ser Ser Ala 



530 535 540 



Ser Leu lie Gin Phe Cys Gly Arg Ala Ala Arg Asn He His Gly Lys 

Val lie cys Tyr Ala Asp Arg He Thr Pro Ser Met Asp His Met Leu 

Lys Glu Thr Glu III Arg Arg Lys lie Gin Leu Asp Tyr Asn Gin Gin 

580 585 
His Lys lie Thr Pro Gin Pro lie lie Lys Pro Phe Leu Ala Asn Pro 

595 600 605 

lie Thr Lys Glu Ala Gly Gin Glu Glu Thr Arg Leu Lys Met Gin Ser 

615 620 
Ser Lys Glu Leu Glu Ala Ser lie Lys Thr Tyr Glu Glu Ala Met Tyr 

630 635 
Gin Ala Ala Gin Glu Phe Gin Phe Asp Glu Ala Ala Lys Tyr Arg Asp 

645 650 655 

L eu Met Asn Ala Ala Lys Lys Gin Leu Leu Phe Gin Lys Gly Glu Glu 

660 665 670 

Glu Asn Gly Asp 
675 



(2) INFORMATIONS POUR LA SEQ ID NO : 871: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 37 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 8537 00 .. 85483 6 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 871: 
Gly Leu lie Phe Arg Lys Asn Pro Glu Met Ser Cys He Asp Lys Leu 
Lg He Lys Glu Lys Ala Arg Ser Glu Val Phe Ser Pro Arg Glu Ser 
Thr Met Lys Lys Lys Arg Val Leu Thr Gly Asp Arg Pro Thr Gly Lys 
Leu His Leu Gly His Trp He oly Ser He Met Asn Arg Leu Gin Leu 



35 

i Gly His Trp He Gly Ser He Met 

en 55 ^ 

Gin Asn Asp Ser Arg Tyr Asp cys Phe Phe lie He Ala Asp Leu His 



65 

Th] 

His He Tyr Asp Val Leu Ala Asp Trp Leu Ser Val Gly lie Asn Pro 



Tnr Leu Thr Thr Lys Thr Arg Lys Glu Glu Val Leu Gin He Asp Asn 
85 9° 95 



Glu Lys ser III He Tyr Leu Gin III Ala He Pro Glu He Tyr Glu 

Leu Asn III He Phe Ser Met Leu Thr Pro Leu Asn His He Met Gly 

130 I 35 140 

lie Pro Ser He Lys Glu Met Ala Ser Asn Ala Ser Leu Asn Glu Glu 
145 150 155 
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Ser Leu Ser His 

lie Leu Leu Ala 
180 

Ala His Val Glu 
195 

Tyr Gly Glu Val 
210 

Ala Leu Val Gly 
225 

Asn Ala lie Tyr 

Arg Lys Leu Tyr 
260 

Arg Val Glu Gly 
275 

His Lys Glu Glu 
290 

lie Lys Asp Val 
305 

Phe Leu Asn Pro 

Lys Phe Leu Glu 
340 

Val Ala Arg Glu 
355 

Arg Lys Trp Arg 
370 



Gly Leu lie Gly 
165 

Lys Ala His Leu 

Leu Thr Arg Asp 
200 

Phe Pro Glu Pro 
215 

Thr Asn Gly Gin 
230 

Leu Ser Asp Asp 
245 

Thr Asp Pro Asn 

Asn Pro Leu Phe 
280 

Val Glu Glu Phe 
295 

Glu Val Lys Ala 
310 

Phe Arg Glu Lys 
325 

Glu Ala Leu Gin 

Thr Met Glu Glu 
360 

Thr lie Leu Ala 
375 



Tyr 


Pro 


Val 


Leu 




170 






Val 


Pro 


Val 


Gly 


185 








He 


Ala 


Lys 


Thr 


Asp 


J. j.e 


Leu 


pin 








220 


Gly 


Lys 


Met 


Ser 






235 




Ala 


Lys 


Thr 


Val 




250 






Arg 


He 


His 


Ala 


265 








He 


Tyr 


His 


Asp 


Lys 


Thr 


Arg 


Tyr 








300 


Arg 


Leu 


Ala 


Glu 






315 




Arg 


Ser 


Glu 


Leu 




330 






Gin 


Gly 


Thr 


Glu 


345 








Val 


His 


Asp 


His 


Ser 


Ser 


Lys 





Gin Ser Ala Asp 
175 

Lys Asp Asn Glu 
190 

Phe Asn Arg Leu 
205 

Gly Glu Leu Thr 

Lys Ser Ala Asn 
240 

Gin Glu Lys He 
255 

Thr Thr Pro Gly 
270 

Leu Phe Asn Pro 
285 

Arg Gin Gly Cys 

Glu He Asn Leu 
320 

Val Ala Gin Pro 
335 

Lys Met Arg Thr 
350 

Leu Gly Leu Ser 
365 



(2) INFORMATIONS POUR LA SEQ ID NO: 872: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 02 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) . HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (854920 855525 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 872: 

Leu Lys Ser Tyr Lys Lys Leu Gin Leu Thr Phe Phe Leu Thr Leu Arg 

15 10 15 

Tyr Pro Val Met Thr Thr Lys Pro Lys Thr Leu Glu He Asp Asn Asn 

20 25 30 

Thr Phe Leu Leu Leu Glu Gly Asn Leu Lys Arg He Phe Ala Thr Pro 

35 40 45 

He Gly Tyr Thr Thr Phe Arg Glu Phe Gin Asn Val Val Phe Asn Cys 

50 55 60 

Ala Gin Gly Gin Gin Glu Leu Ala Asn Phe Leu Phe Glu Met Leu He 
65 70 75 80 

Asn Gly Lys Leu Leu Gin Glu Leu Pro Ala Gly Gin Lys Gin Ser Ala 

85 90 95 

Gin Ser Leu He Val Gin Phe Met Met Pro He Arg Val Ala Lys Asp 

100 105 110 

He His Glu Arg Gly Glu Phe He Asn Phe He Thr Ser Asp Met Leu 
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125 

Ala Gin oin Glu Arg Cys Val III Leu Asn Arg Leu Ser Arg Val Asp 
Cly "in Glu Phe Leu Leu Met Thr Asp Val Gin Asn Thr Cys His Leu 
He Arg His Leu Leu Ser Arg Leu Leu Glu Ala Gin Lys Asn Pro He 

Oly Glu Lys Asn III Gin Glu He Gin Glu Asp Leu Asp Ser Leu Arg 

t on ±00 



Ala His Phe Glu Glu Leu Thr Lys Ser Val 
195 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 268 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



( viii) POSITION DANS LE GENOME: complement (855437 .. 856240) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 873: 
Val Thr cys Asn Val Met Gly Asn He Lys Thr Leu Leu Glu lie Arg 
Phe Lys Lys Pro Thr Pro Xaa Lys Met Glu Ser Leu Xaa Lys Lys Arg 
L eu Glu Gly G°iu Leu Ser Pro Xaa Xaa Asn Gly Phe Thr Thr Pro Lys 
L eu cys Ser Gin Glu Glu Ala Arg Phe Arg Gin Leu Leu Glu Glu Tyr 
ser Phe Ser Lys Glu He llr His Asn Asp Leu Gin Gin Leu Cys His 
IL ser Ala Gin Val Lys Gin He His His Gin Ala Val Leu Leu His 
Oly Glu Arg He Lys Lys Val Arg Glu Leu Leu Lys Thr Tyr Arg Glu 
Gly Ala Phe ser Ala Trp Leu Leu Leu Thr Tyr Gly Asn Arg Gin Thr 
Pro Tyr Asn Phe Leu Val Tyr Tyr Glu Leu Phe Ser Ala Leu Pro Asp 
Thr III Lys Leu Glu Leu III Arg Leu Pro Arg Gin Ala Val Tyr Thr 
III Ala Ser Arg Glu Gly Ser Gin Glu Lys Lys Glu Glu lie He Arg 
Asn IVr Gin Gly III Thr Arg Gly Glu Leu Leu Glu He He Arg Arg 
Olu Phe Pro III Leu Pro Thr Asp Arg Arg Gin Ser Ser Leu Ala Gin 
Gin Ala III ser Phe Phe Ala Lys Gly Thr Lys Leu Leu Gin Arg Cys 
Thr Asp He Ser Gin Glu III Leu Leu Ser Leu Glu Lys Leu He Ly^ 
lys Leu Gin Lys Val Tnr Thr Asn Leu Leu Ser Asn Thr Lys Val Ser 
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Arg Asn Asp Asp Glu Thr Gin Asn Ser Arg Asn Arg 
260 265 



(2) INFORMATIONS POUR LA SEQ ID NO: 874: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 317 acides amines 

(B) TYPE: acide amine" 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 856233 857183 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 874: 



Thr 


Phe 


Leu 


Pro 


Glu 


Asp 


Thr 


Val 


Pro 


Asn 


Asn 


He 


Glu 


Lys 


Arg 


Tyr 


1 








5 










10 










15 




Leu 


Glu 


Ser 


Phe 


Leu 


Thr 


Leu 


Phe 


He 


Ser 


Phe 


Asn 


Leu 


He 


Arg 


Pro 








20 










25 










30 






Cys 


Leu 


Trp 


Thr 


Asn 


Gin 


Tyr 


Lys 


Gly 


He 


Lys 


Ala 


Thr 


Lys 


Lys 


Glu 






35 










40 










45 








Arg 


Gly 


Phe 


Leu 


Pro 


Leu 


Gin 


Gly 


Leu 


His 


Leu 


Val 


He 


Asn 


Met 


Lys 




50 










55 










60 










Thr 


He 


Ala 


Val 


Asn 


Ser 


Phe 


Lys 


Gly 


Gly 


Thr 


Ala 


Lys 


Thr 


Ser 


Thr 


65 










70 










75 










80 


Thr 


Leu 


His 


Leu 


Gly 

J: 


Ala 


Ala 


Leu 


Ala 


Gin 


Tyr 


His 


Lys 


Ala 


Arg 


Val 










85 










90 










95 




Leu 


Leu 


He 


Asp 


Phe 


Asp 


Ala 


Gin 


Ala 


Asn 


Leu 


Thr 


Ala 


Gly 


Leu 


Gly 








100 










105 










110 






Leu 


Asp 


Pro 


Asp 


Cys 


Tyr 


Asp 


Ser 


Leu 


Ala 


Val 


Val 


Leu 


Gin 


Gly 


Glu 






115 










120 










125 








Lys 


Asn 


He 


Glu 


Glu 


Val 


He 


Arg 


Pro 


He 


Asp 


Ser 


Ser 


Gly 


Leu 


Asp 




130 










135 










140 










Leu 


He 


Pro 


Ala 


Asp 


Thr 


Trp 


Leu 


Glu 


Arg 


Val 


Glu 


Val 


Ser 


Gly 


Ser 


145 










150 










155 










160 


Leu 


Ala 


Ala 


Asp 


Arg 


Tyr 


Ser 


His 


Glu 


Arg 


Leu 


Lys 


He 


He 


Leu 


Ser 










165 










170 










175 




Lys 


He 


Glu 


His 


Arg 


Tyr 


Asp 


Tyr 


Val 


He 


He 


Asp 


Thr 


Pro 


Pro 


Ser 








180 










185 










190 






Leu 


Cys 


Trp 


Leu 


Thr 


Glu 


Ser 


Ala 


Leu 


He 


Ala 


Ala 


Gin 


His 


Ala 


Leu 






195 










200 










205 








He 


Cys 


Ala 


Thr 


Pro 


Glu 


Phe 


Tyr 


Ser 


Val 


Lys 


Gly 


Leu 


Glu 


Arg 


Leu 




210 










215 










220 










Ala 


Thr 


Phe 


He 


Gin 


Gly 


He 


Ser 


Ser 


Arg 


His 


Pro 


Leu 


Asn 


He 


Leu 


225 










230 










235 










240 


Gly Val 


Thr 


Leu 


Ser 


Phe 


Trp 


Asn 


Tyr 


Arg 


Gly Lys 


Asn 


Asn 


Ala 


Ala 










245 










250 










255 




Phe 


Thr 


Glu 


Leu 


He 


Gin 


Lys 


Thr 


Phe 


Pro 


Gly Lys 


Leu 


Leu 


Asn 


Thr 








260 










265 










270 






Arg 


He 


Arg 


Arg 


Asp 


He 


Thr 


He 


Ser 


Glu 


Ala 


Ala 


He 


His 


Gly Lys 






275 










280 










285 








Pro 


Val 


Phe 


Ser 


Thr 


Ala 


Pro 


Ser 


Ala 


Arg 


Ala 


Ser 


Glu 


Asp 


Tyr 


Leu 




290 










295 










300 










Lys 


Leu 


Thr 


Glu 


Glu 


Leu 


Leu 


Phe 


Leu 


Leu 


Ser 


Asp 


Met 









305 310 315 
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(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 663 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 857451 .. 85943 9 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 875: 

Asn Ala Thr Met Ala Asn Thr Pro Arg Lys Lys Arg Arg Phe Phe Ala 

Ala Val cys Ser Lys Phe Phe lie Tyr Gly Glu Gly Met lie His Val 

Thr cys Asn lln Glu Ala Phe Glu Leu Pro Glu Gly Ala Ser Ala Met 

Asp Leu Ala Asn Lys Met Lys tL Ser His Cys Phe Val Gly Ala Leu 

lie Asn Asp Gin Glu Lys Asp Leu Ser Thr Thr Leu Gin Asp Gly Asp 

tL val Leu Phe Leu Trp Asp Asp Pro Lys Gly Arg Glu lie Phe 

85 Q 0 

Leu His Thr Ser Ala His He Leu Ala Gin Ala Val Leu Arg Leu Trp 



Pro ser Ala Oil Pro Thr He Gly Pro Val He Asp Gin Gly Phe Tyr 
115 120 125 

Phe Ala Asn Leu Ser He Ser Glu Glu Asp 
135 I 40 
Met Ala Lys Thr He Ala Glu Glu Lys Phe 

150 I 55 
Phe Pro Asp Lys Glu Ala Ala Leu Ala Tyr 

165 I 70 
Lys Ala Glu Leu He Ala Glu Leu Pro Glu 

180 I 85 
Tyr Thr Gin Gly Glu Phe Leu Asp Leu Cys 
195 200 

Ser Thr Ala Pro Val Lys Ala Phe Lys Leu 
ser III Tyr Trp Lys Gly Asp Pro Ser Arg Glu ser Leu lie Arg He 
Tyr Gly Val Ser Phe Pro Thr Thr Lys Glu Leu Lys Glu His Leu His 



105 



Tyr Asp Phe Ala Asn Leu Ser He Ser Glu Glu Asp Phe Pro Ala lie 



Glu All Met Ala Lys Thr He Ala Glu Glu Lys Phe Pro He Ser Arg 



"in Val Phe Pro Asp Lys Glu Ala Ala Leu Ala Tyr Phe Ser Gin Asn 



Pro Phe Lys Ala Glu Leu He Ala Glu Leu Pro Glu Glu Val Glu He 



ser Ala Tyr Thr Gin Gly Glu Phe Leu Asp Leu Cys Ar| Gly Pro His 



Leu Pro Ser Thr Ala Pro Val Lys Ala Phe Lys Leu Leu Arg Thr Ser 



Gin Leu Glu Glu III Lys Lys Arg Asp His Arg Val Leu Gly Thr Lys 



250 



Leu Asp Leu P^e Ser Gin Gin Thr cys Ser Ala Gly Met Pro Phe Phe 



265 



270 



His Pro Arg Gly Met Val Val Trp Asn Ala Leu Val Asp Tyr Trp Lys 



280 



285 



225 230 235 

Arg III His Gin Arg Ala Oly Tyr Gin Gin He Gin Thr Pro Gin Leu 

Met Asn Arg Glu Leu TrJ Glu He Ser Gly His Trp Glu Asn Tyr Lys 

Glu Asn Met Tyr Tnr Leu Thr Val Asp Glu Glu Asp Tyr Ala He Lys 
340 345 3bU 



295 



300 
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Pro 


Met 


Asn 


Cys 


Pro 


Gly 


Cys 


Met 


Leu 


Tyr 


Tyr 


Lys 


Thr 


Gin 


Leu 


His 






355 










360 










365 








Ser 


Tyr 


Arg 


Glu 


Phe 


Pro 


Leu 


Arg 


He 


Ala 


Glu 


He 


Gly 


His 


Val 


His 




370 










375 










380 










Arg 


His 


Glu 


Leu 


Ser 


Gly 


Ala 


Leu 


Ser 


Gly 


Leu 


Met 


Arg 


Val 


Arg 


Thr 


385 










390 










395 










400 


Phe 


His 


Gin 


Asp 


Asp 


Ala 


His 


Val 


Phe 


Leu 


Thr 


Pro 


Glu 


Gin 


Val 


Glu 










405 










410 










415 




Glu 


Glu 


Thr 


Leu 


Asn 


He 


Leu 


Asn 


Leu 


Val 


Ser 


Glu 


Leu 


Tyr 


Gly 


Thr 








420 










425 










430 






Phe 


Gly 


Leu 


Glu 


Tyr 


His 


Leu 


Glu 


Leu 


Ser 


Thr 


Arg 


Pro 


Glu 


Gin 


Gly 






435 










440 










445 








Thr 


He 


Gly 


Ser 


Asp 


Asp 


Leu 


Trp 


Glu 


Leu 


Ala 


Thr 


Glu 


Ala 


Leu 


Lys 




450 










455 










460 










Arg 


Ala 


Leu 


Val 


Lys 


Ser 


Gin 


Lys 


Pro 


Phe 


He 


He 


Ser 


Pro 


Gly 


Glu 


465 










470 










475 










480 


Gly 


Ala 


Phe 


Tyr 


Gly 


Pro 


Lys 


He 


Asp 


He 


His 


Val 


Lys 


Asp 


Ala 


He 










485 










490 










495 




Asn 


Arg 


Thr 


Trp 


Gin 


Cys 


Gly 


Thr 


He 


Gin 


Leu 


Asp 


Met 


Phe 


Leu 


Pro 








500 










505 










510 






Glu 


Arg 


Phe 


Asp 


Leu 


Lys 


Tyr 


Thr 


Asn 


Ala 


Gin 


Gly 


Glu 


Lys 


Ser 


Thr 






515 










520 










525 








Pro 


He 


Met 


Leu 


His 


Arg 


Ala 


Leu 


Phe 


Gly 


Ser 


He 


Glu 


Arg 


Phe 


Leu 




530 










535 










540 










Gly 


He 


Leu 


He 


Glu 


His 


Phe 


Lys 


Gly 


Arg 


Phe 


Pro 


Leu 


Trp Leu 


Ser 


545 










550 










555 










560 


Pro 


Glu 


His 


Val 


Arg 


He 


He 


Thr 


Val 


Ala 


Asp 


Arg 


His 


Glu 


Ala 


Arg 










565 










570 










575 




Ala 


Gin 


Glu 


Leu 


Ala 


Lys 


His 


Phe 


Ser 


Gin 


Met 


Gly 


He 


He 


Val 


Ser 








580 










585 










590 






Val 


Asp 


Ser 


Ser 


Asn 


Glu 


Ser 


Val 


Ser 


Lys 


Lys 


He 


Arg 


Asn 


Ala 


Gin 






595 










600 










605 








Asn 


Met 


Gin 


Val 


Asn 


Tyr 


Met 


He 


Thr 


He 


Gly Asp 


Lys 


Glu 


Leu 


Glu 




610 










615 










620 










Thr 


His 


Leu 


Leu 


Ala 


Val 


Arg 


Thr 


Arg 


Asp 


Asn 


Arg 


Val 


Leu 


Asn 


Asp 


625 










630 










635 










640 


He 


Ala 


Val 


Glu 


Gin 


Phe 


Ser 


His 


Val 


He 


Leu 


Glu 


Glu 


Leu 


Arg 


Ser 










645 










650 










655 




Leu 


Ser 


Leu 


Thr 


Pro 


Ser 


Leu 





















660 



(2) INFORMATIONS POUR LA SEQ ID NO: 87 6: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 120 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 859587 859946) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 876: 

Lys Pro He Thr Glu Ser Asn Thr He Gly Met He Ala Gly Arg Gly 

15 10 15 

Arg Arg Arg Asp Ser Arg Leu His Asn Ser Ser Pro Lys Arg Thr Thr 



1583 



30 



Pro Ala Asn Thr He Arg Leu Pro Val Thr Asn Lys Gly Ala Ala Ala 
Ser lie fla Asp Leu Leu Lys Sa Asn Glu Glu Asp Gin Met Lys Ala 
Phe Arg Lys He Lys Lys Tie Ala Met Ser Gin Gin Gly Leu Asn Thr 
Gin Val Arg Arg Val lln Ala Asn Asn Asn Ala Leu Thr Ala Thr Met 
Asn Arg Val Ala Arg He Tyr Asp Pro Phe Tyr Arg Thr Thr Lys Leu 



100 105 
Val Ala Ser Cys Ala Leu Lys Lys 
115 120 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 333 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 859642 .. 860640 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 877: 

lie Arg Ala Thr Arg Phe Met Val Ala Val Lys Ala Leu Leu Phe Ala 

n 1 U 

Cys Thr Leu Arg Thr Cys Val Phe Lys Pro Cys Cys Asp Met Ala He 

Phe Leu lie Phe Leu Asn Ala Phe He Trp Ser Ser Ser Phe Ala Leu 

ser Lys Ser Ala Met Glu Ala fla Ala Pro Leu Phe Val Thr Gly Ser 

Arg Met Val Leu Ala Gly Val Val Leu Phe Gly Leu Leu Leu Cys Lys 

Arg Glu Ser Leu Arg Leu Pro Arg Pro Ala He Met Pro He Val Leu 

L eu ser Val He Oly Phe Tyr Leu Thr Asn Val Leu Glu Phe He Gly 

inn 10b 
LeU Gin Arg Leu Ser Ser Ser Thr Ala Cys Phe He Tyr Gly Phe Ser 

Pro Phe Thr Ala Ala Phe Cys Ser Tyr Val Gin Leu Arg Glu Val Val 

Thr iZ Lys Lys Leu Gly Gly Leu Ser Leu Gly Leu Val Ser Tyr Leu 

val Tyr Leu Leu Phe Gly Gly Ser Glu Asp Val Ala Glu Trp Gly Trp 

Gin Leu Gly Leu Pro Glu Leu Leu Leu He Ala Ala Thr *er 



ser Tyr Gly Trp" Thr Leu Leu Arg Lys Leu Gly Arg Arg Cys Glu Ser 
L eu Ser Met Thr Ala He Asn. Ill Tyr Ala Met Val He Ala Gly Val 



L eu Ser Leu He His Ser III Val Thr Glu Val Trp Asn Pro Val Pro 



225 



230 



235 
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Val Glu Asn Pro Leu Leu Phe Leu 
245 

Phe Ser Asn Leu lie Cys Tyr Asn 
260 

Phe Ser Ser Thr Phe Leu Ser Phe 
275 280 
Ala Ser Phe Phe Gly Trp Leu Leu 

290 295 
Leu Leu Phe Ala Val Gly Phe Met 
305 310 
His Glu Glu Phe Arg Gin Gly Tyr 
325 



Gin Ala lie Gly Ala Leu Val lie 

250 255 
Leu Phe Ala Lys Leu Leu Arg Ser 
265 270 
Cys Asn Leu Val Met Pro Leu Phe 
285 

Leu Gly Glu Ser Phe Pro Pro Gly 
300 

Val Leu Gly Cys Arg Leu lie Tyr 
315 320 
Val Leu Thr Ser Glu 
330 



(2) INFORMATIONS POUR LA SEQ ID NO: 878: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 292 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 860724 86159 9 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 878: 



Pro 


Thr 


Arg 


Ala 


Ala 


Ser 


Ala 


Lys 


Ser 


Trp 


Ser 


Ser 


Ser 


Phe 


Gin 


Gin 


1 








5 










10 










15 




Gin 


Asn 


Gin 


Ala 


He 


Gin 


Asn 


Gin 


Val 


Ala 


Met 


Ala 


Pro 


Glu 


He 


Gly 








20 










25 










30 






Asn 


Ala 


He 


Arg 


Thr 


Gin 


Ala 


Gly 


His 


Gin 


Ala 


Lys 


Ala 


Thr 


Glu 


Leu 






35 










40 










45 








Gin 


Ala 


Gin 


Gin 


Ser 


Leu 


He 


Ser 


Gly 


He 


Thr 


Asn 


He 


Val 


Gly 


Phe 




50 










55 










60 










Ala 


Val 


Ser 


Val 


Gly 


Gly 


Gly 


He 


Leu 


Ser 


Ala 


Ser 


Lys 


Ser 


Leu 


Gly 


65 










70 










75 










80 


Gly 


Leu 


Lys 


Ser 


Ala 


Ala 


Phe 


Thr 


Asn 


Glu 


Thr 


Ala 


Ser 


Ala 


Ala 


Thr 








85 










90 










95 




Ser 


Ala 


Thr 


Ser 


Ser 


Leu 


Ala 


Lys 


Thr 


Ala 


Thr 


Ser 


Ala 


Leu 


Asp 


Asp 








100 










105 










110 






Val 


Ala 


Gly 


Thr 


Ala 


Thr 


Ala 


Val 


Gly 


Ala 


Lys 


Ala 


Thr 


Ser 


Gly Ala 






115 










120 










125 








Ala 


Ser 


Ala 


Ala 


Ser 


Ser 


Ala 


Ala 


Thr 


Lys 


Leu 


Thr 


Gin 


Asn 


Met 


Ala 




130 










135 










140 










Glu 


Ser 


Ala 


Ser 


Lys 


Thr 


Leu 


Ser 


Gin 


Thr 


Ala 


Ser 


Lys 


Ser 


Ala 


Gly 


145 










150 










155 










160 


Gly 


Leu 


Phe 


Gly 


Gin 


Ala 


Leu 


Asn 


Thr 


Pro 


Ser 


Trp 


Ser 


Glu 


Lys 


Val 










165 










170 










175 




Ser 


Arg 


Gly 


Met 


Asn 


Val 


Val 


Lys 


Thr 


Gin 


Gly 


Thr 


Arg 


Ala 


Thr 


Lys 








180 










185 










190 






Phe 


Ala 


Gly 


Arg 


Ala 


Leu 


Ser 


Ser 


Ala 


Met 


Asn 


He 


Ser 


Gin 


Met 


Val 






195 










200 










205 








His 


Gly 


Leu 


Thr 


Ala 


Gly 


He 


Asp 


Gly 


He 


Val 


Gly Gly Val 


He 


Gly 




210 










215 










220 










Ala 


Gin 


Val 


Ala 


Gin 


Glu 


Gin 


Arg 


Met 


Ala 


Gly Met 


Ala 


Glu 


Ala Arg 


225 










230 










235 










240 


Ala 


Glu 


Glu 


Leu 


Lys 


Ser 


Leu 


Asn 


Ser 


Val 


Gin 


Ala 


Gin 


Tyr 


Ala 


Ser 
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245 250 255 



Gin Ala Gin Gin Leu Gin Glu Gin Ser Gin Gin Ser Phe Asn Ser Ala 



265 



L eu Gin Thr Leu Gin Ser He Ser Asp Ser Ala Leu Gin Thr Thr Ala 

275 280 
Ser Met Phe Asn 
290 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 158 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement (861580 .. 862053 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 87 9: 
Trp Arg Ser Cys Val Met Thr Thr Gly Val Arg Gly Asp Asn Ala Pro 
Lp Pro Ser Leu Leu Ala Gin Leu Thr Gin Asn Ala Asn Ser Ala Ser 
Ala Ala Ser Tnr Gly Lys Asn Gly Gin Val Ala Gly Ala Lys Gin Glu 
Asn Val Asp Ala Ser Phe Glu Asp Leu Leu Gin Asp Ala Gin Gly Thr 
Gly G°iy Ser Lys Lys Ala Sr Ala Asn Gin Thr Ser Lys Ser Arg Lys 
ser Glu Lys Ala Gin Tla Ser Ser Gly Thr Ser Thr Thr Thr ser Val 
Ala Gin Ala Ser Gin Thr Ala Thr Ala Gin Ala Val His Gly Ala Arg 
Asp ser Gly Phe Asn Ser Asp Gly Ser Ala Thr Leu Pro Ser Pro Thr 
Gly Thr Glu Val Asn Gly Val vfl Leu Arg Lys Gly Met Gly Thr Leu 

Ala Leu Met Gly Leu He Met Thr Tyr Ser Arg Ser Lys cys 
145 150 155 

(2) INFORMATIONS POUR LA SEQ ID NO: 880: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 481 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : complement (862098 .. 863540) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 880: 
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Arg Gly Tyr Met 
1 

Leu Lys Asn Val 
20 

Pro Asn Ala Asp 
35 

Thr Arg Gin Asn 
50 

Ala Gly Thr Ala 
65 

Gly Gin Glu Leu 

Ala Ser Ala Asp 
100 

Ser Ser Gin Gin 
115 

Ser Leu Ser Ser 
13 0 

Gin Ser lie Val 
145 

Thr Asn Leu Glu 

Gin Glu Val Met 
180 

Leu Gly Glu Ser 
195 

Ser Gin Ser Ala 
210 

Lys lie Asp Lys 
225 

Gin Lys Ser Gly 

lie Gly Val Thr 
260 

Phe Thr Cys Gly 
275 

Ala Ala Thr Ala 
290 

Thr Thr Thr Val 
305 

Val Lys Gin Ala 

lie Lys Gin Gly 
340 

Val Lys Ala Ser 
355 

Ser Ala Gly Lys 
370 

Val lie Asn Thr 
385 

Leu Thr Ala Val 

Ser Asp Met Gin 
420 

Leu Thr Ala Gin 
435 

Gin Ala Ser Lys 
450 

Gin Gin Gin Ala 



Ser Leu Ser Ser 
5 

Leu Ser Gin Val 

Lys Leu Thr Asp 
40 

Arg Asp Asp Leu 
55 

Gly Lys Asp Arg 
70 

lie Glu Gin Gin 
85 

Ala Thr Ser Leu 

Cys lie Glu Asp 
120 

Leu Ser Ser Val 
135 

Ser Ser Ala Met 
150 

Thr Pro Gly Leu 
165 

Glu lie Ser Leu 

Thr Gin Ala Ala 
200 

Asn Met Asn Lys 
215 

Glu Arg Glu Glu 
230 

Thr Asn Ser Thr 
245 

Val Ala lie Thr 

Leu Gly Leu lie 
280 

Gly Ala Thr Ala 
295 

Ala Thr Gin Val 
310 

lie lie Gin Ala 
325 

lie Lys Gin Gly 

Val Lys Thr Leu 
360 

Asn Ala Val Ser 
375 

Leu Gly Ser Lys 
390 

Pro Gin Leu Val 
405 

Lys Glu Leu Ala 

Ser Glu Met Met 
440 

lie Ala Ala Lys 
455 

Ala Lys Thr Gly 



Ser Ser Ser Ser 
10 

lie Ala Ser Thr 
25 

Asn Gin Val Lys 

Ser Met Glu Ser 
60 

Ala Ala Ser Ala 
75 

Gly Leu Ala Ala 
90 

Thr Gin Ser Ala 
105 

Thr Ser Lys Ser 

Asp Ala Thr His 
140 

Gly Ala Thr Asn 
155 

Pro Lys Pro Ser 
170 

Ala Leu Ala Lys 
185 

Leu Glu Asn Phe 

Met Ser Leu Glu 
220 

Phe Lys Lys Met 
235 

Met Asp Thr Val 
250 

Val lie Ser Val 
265 

Gly Thr Ala Ala 

Ala Ala Thr Thr 
300 

Thr Met Gin Ala 
315 

Val Lys Arg Ala 
330 

lie Lys Gin Ala 
345 

Ala Lys Asn Val 

Lys Ser Phe Pro 
380 

Trp Val Thr Leu 
395 

Ser Gly lie Thr 
410 

Gin lie Gin Lys 
425 

Lys Ala Phe Thr 

Gin Thr Glu Ser 
460 

Ala Gin lie Ala 



Asp Ser Ser Asn 
15 

Pro Gin Gly Val 
30 

Gin Val Gin Gin 
45 

Asp Val Ala Val 

Ser Gin lie Glu 
80 

Gly Lys Glu Thr 
95 

Ser Lys Gly Ala 
110 

Leu Glu Leu Ser 
125 

Leu Gin Glu lie 

Glu Leu Ser Leu 
160 

Thr Thr Pro Arg 
175 

Ala lie Thr Ala 
190 

Gin Ser Thr Gin 
205 

Ser Gin Gly Leu 

Gin Glu lie Gin 
240 

Asn Lys Val Met 
255 

Val Ser Ala Leu 
270 

Ala Gly Ala Thr 
285 

Ala Thr Ser Val 

Val Val Gin Val 
320 

lie Val Gin Ala 
335 

lie Lys Gin Ala 
350 

Gly Lys lie Phe 
365 

Lys Leu Ser Lys 

Gly Val Gly Ala 
400 

Ser Leu Gin Leu 
415 

Glu Val Gly Ala 
430 

Leu Phe Trp Gin 
445 

Pro Ser Glu Thr 
Lys Xaa Cys Pro 
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465 470 
Gin 



475 



480 



(2) INFORMATIONS POUR LA SEQ ID NO: 881: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 120 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME : complement ( 863 57 1 863 93 0 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 881: 

Thr Met Ser Lys Lys His Lys His Lys Gin Ala His Thr Ser Ser Lys 
Pro Lys Val Xaa Pro Ala Tyr Val Ser Lys Lys Glu Ser Pro Ala Leu 



20 25 



Gin Glu Leu Gin Asn Ala Met lie Ser Phe Ser Gin Asp Leu Pro Leu 
Ala Gin Met Phe Ser Glu He Sn Asp Glu Lys Gin Leu Ala Lys Met 



Met A°ia Ala Leu Ser Gly St Leu Asp Ser Leu Pro Val Glu Thr Leu 
Sr Lys Gly Val Phe Asp Asn Pro Lys Glu Glu Ala Gin Leu Ser Gin 

Leu Lys His Leu Thr Glu 
105 HO 



65 70 

- Lvs Gly Val Phe Asp Asn Pro i,ys 
U 85 90 

Glu lie Ser Ser He Phe Leu Gly Leu Lys His Leu Thr Glu Thr Val 

100 105 
Asn Lys His He Ala Asp Glu Lys 
115 120 

(2) INFORMATIONS POUR LA SEQ ID NO: 882: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 234 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 8639 9 6 864697 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 882: 

Asn Leu lie Leu Leu Val Val He Cys Tyr Phe He Phe Leu Gly He 

1 5 

lie Ala Met Ser Thr Pro ser Ser Asn Asn Ser Lys Lys Pro Ser Ala 
Ser Phe Asn Lys Lys Ser Arg Ser Arg Leu Ala Glu lie Ala Ala Gin 

Lys Lys Ala Lys Ala Glu Asp Leu Glu Gin Lys Tyr Pro Val Pro Thr 

55 60 
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Glu 


Glu 


Glu 


Thr 


Lys 


Gin 


Val 


Leu 


Met 


Asp 


He 


Leu 


Gin 


Gly 


Leu 


Ser 


65 










70 










75 










80 


Asn 


Gly 


Leu 


Thr 


Leu 


Gin 


Gin 


He 


Leu 


Gly 


Leu 


Ser 


Asp 


Val 


Leu 


Leu 










85 










90 










95 




Glu 


Glu 


He 


Tyr 


Thr 


Val 


Ala 


Tyr 


Thr 


Phe 


Tyr 


Ser 


Gin 


Gly 


Lys 


Tyr 








100 










105 










110 






Arg 


Glu 


Ala 


He 


Gly 


Leu 


Phe 


Gin 


He 


Leu 


Thr 


Ala 


Ser 


Lys 


Pro 


Gin 




115 










120 










125 








Cys 


Tyr 


Lys 


Tyr 


He 


Leu 


Gly 


Leu 


Ser 


Ser 


Cys 


Tyr 


His 


Gin 


Leu 


Lys 




130 










135 










140 










Met 


Tyr 


Asp 


Glu 


Ala 


Ala 


Phe 


Gly 


Phe 


Phe 


Leu 


Ala 


Phe 


Asp 


Ala 


Gin 


145 










150 










155 










160 


Pro 


Glu 


Asn 


Pro 


He 


Pro 


Pro 


Tyr 


Tyr 


He 


Ala 


Asp 


Ser 


Leu 


Met 


Lys 










165 










170 










175 




Leu 


Asn 


Gin 


Pro 


Glu 


Glu 


Ser 


Gin 


Asp 


Phe 


Leu 


Asp 


He 


Thr 


He 


Asp 








180 










185 










190 






Met 


Cys 


Lys 


Asn 


Lys 


Pro 


Glu 


Tyr 


Lys 


Val 


Leu 


Lys 


Asp 


Arg 


Cys 


Ser 






195 










200 










205 








lie 


Met 


Lys 


Gin 


Ser 


Leu 


Asp 


Ala 


Val 


Leu 


Lys 


Lys 


Glu 


Lys 


Ser 


Ala 




210 










215 










220 










Lys 


Gly 


Ser 


Glu 


Thr 


Gin 


Ala 


Ser 


Val 


Ser 















225 230 



(2) INFORMATIONS POUR LA SEQ ID NO: 883: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 437 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 86493 8.-866248 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 883: 



Ser 


Arg 


He 


Arg 


Leu 


Leu 


Asp 


Ser 


Val 


Thr 


Val 


Asn 


Gin 


He 


Ser 


Ala 


1 








5 










10 










15 




Gly 


Glu 


Val 


He 


Glu 


Asn 


Ala 


Ala 


Ser 


Val 


Val 


Lys 


Glu 


Leu 


He 


Glu 








20 










25 










30 






Asn 


Ser 


Leu 


Asp 


Ala 


Gly 


Ala 


Asp 


Glu 


He 


His 


He 


Glu 


Thr 


Leu 


Gly 






35 










40 










45 








Gly 


Gly 


Arg 


Gly 


Gin 


He 


Val 


Val 


Arg 


Asp 


Asn 


Gly 


Val 


Gly 


Met 


Asp 




50 










55 










60 










Pro 


Glu 


Glu 


Val 


Pro 


Val 


Ala 


Leu 


Gin 


Arg 


His 


Ala 


Thr 


Ser 


Lys 


He 


65 










70 










75 










80 


Ala 


His 


Phe 


Ala 


Asp 


He 


Phe 


Ser 


Leu 


Ala 


Ser 


Tyr 


Gly 


Phe 


Arg 


Gly 










85 










90 










95 




Glu 


Ala 


Leu 


Pro 


Ser 


He 


Ala 


Ser 


He 


Ser 


Lys 


Met 


Glu 


He 


His 


Thr 








100 










105 










110 






Ala 


Arg 


Ala 


Gly 


Gly 


Leu 


Gly 


Ser 


Lys 


Thr 


Leu 


He 


Glu 


Lys 


Gly 


Glu 






115 










120 










125 








Pro 


Val 


cys 


Cys 


Glu 


Pro 


Ala 


Pro 


Arg 


Gin 


Gin 


Gly 


Thr 


Thr 


He 


Ala 




130 










135 










140 










Val 


His 


Ser 


Leu 


Phe 


Tyr 


Asn 


Val 


Pro 


Met 


Arg 


Gin 


Ser 


Phe 


Gin 


Lys 


145 










150 










155 










160 


Ser 


Pro 


Gin 


Met 


Asp 


Arg 


Leu 


Ala 


He 


Arg 


Arg 


Leu 


Leu 


Glu 


Asn 


Ser 
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170 175 



V,! L eu ser « G1 y He oly Trp »r Trp He ser olu «, « 

G l» «, « JiS Val £ - »' 2„5 V " A " 

195 ^, ^ pho Phe He Asp Lys 

Leu Val Leu Oly Olu Ser Phe Val Gin ^ ~a Sh- - 

210 2 , r „,„ DVlo . Tieu civ Ser Pro Asn Gin 

Gin Gin Gly Asp Leu Arg Val Leu Oly Phe Leu Gly ^ 

His *rg ser T*r Arg Gin Gly Gin Arg Leu Phe Xle Asn Asn Arg Ala 
Val Glu Ser Ser Phe Xle Ser Lys Lys Val Ala Glu Ala Tyr Ala Trp 
260 phe val Leu Lys Leu Phe Leu 

Met lie Pro Ala Gin Arg ryr ^ 2&s 

275 „ , „. pi,, lvs Thr Glu Val 

Pro Pro Met Trp Cys Asp Phe Asn Val Hxs Pro Gin Lys 

29° , 7,? t-i^ q OT - Asn Leu Leu Val Glu Ala He 

Arg Leu Leu Gin Glu Gly Gin He Ser Asn Leu u ^ 

3 05 310 , 0 _ - OT . Ser L eu Glu Glu He Val Leu 

Ser Glu Ala Leu Leu Arg Arg Ser Ser Ser Leu ui ^ 

Lys val Pro Thr III Lys Xle Pro Xle Glu Asn Glu Gly Xle Ser Val 
Pro Ser Xle Arg Pro Ala Xle Val Ser Ala Pro Leu Ser Cys Pro Thr 
Phe ser III Gin Pro Tyr Leu Lys T hr Glu Met Ala T*r Xle Val Ser 
Arg Zl ser Ala Ser ser ser Leu Ser Val Val Glu Lys Val Arg Phe 
III Thr Ser Leu Gly Lys Val Leu Leu Val Glu Asp Ser Glu Gly Val 
Hi. Val Val Phe Val Gin Leu Arg Val Asn Xle Cys Phe Met Phe Leu 
420 



Tyr Tyr Pro Ser Val 
435 



(2) INFORMATIONS POUR LA SEQ ID NO: 884: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 101 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 866303 .. 866605 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 884: 
L eu ser Trp Lys Gin Thr Phe Tyr Arg cys Gly Leu Glu Ala Leu Thr 
Leu Gly Xle Glu Leu Ser Arg lie Ser Pro Asp Ser Phe Ala He 
olu ser Ala Pro Pro Phe He Gin Glu Glu Glu Leu Lys Glu Trp He 
val Ala Leu Ala Gin Glu Gly Ala Leu His Val Gly Glu Ser Phe Glu 



50 55 
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Gin Leu Val Glu Asn Thr Val Gin Lys Leu Val Phe Ser Arg Asn Ala 
65 70 75 80 

Arg Ala Phe Asp Tyr Ala Trp Leu Asp lie Leu Trp Lys Leu Gly Lys 

85 90 95 

Pro Glu Lys Ser Val 
100 

(2) INFORMATIONS POUR LA SEQ ID NO: 885: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 3 56 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : OU i 



(Viii) POSITION DANS LE GENOME : 866665 867732 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 885: 



Met 


Asn 


Gin 


Asn 


Pro 


He 


Lys 


Arg 


Leu 


Gin 


Asp 


Ser 


Leu 


Val 


Glu 


Arg 


1 








5 










10 










15 




Ala 


Leu 


Asp 


Ala 


Phe 


Leu 


He 


Glu 


Lys 


Asp 


Glu 


Asp 


He 


Ser 


Tyr 


Phe 








20 










25 










30 






Leu 


Gin 


Asp 


Gin 


Ala 


Arg 


Ser 


Gly 


Val 


Leu 


Leu 


He 


Thr 


Arg 


Asp 


Glu 






35 










40 










45 








Ala 


Val 


Leu 


Phe 


Val 


Ser 


Pro 


Leu 


Asp 


Lys 


Asp 


Leu 


Tyr 


Ala 


Arg 


He 




50 










55 










60 










Gin 


Asp 


Val 


Val 


Leu 


Val 


Ser 


Tyr 


Ser 


Lys 


Ser 


Val 


Asp 


Gin 


Glu 


Leu 


65 








70 










75 










80 


Gly 


Ser 


Tyr 


He 


Glu 


Asn 


Thr 


Gly 


Leu 


Lys 


Thr 


He 


Gly 


Phe 


Asp 


Ser 










85 










90 










95 




Glu 


Tyr 


Thr 


Pro 


Tyr 


Gly 


He 


Ala 


Gin 


Lys 


Arg 


Met 


Asn 


Ser 


Gly 


Tyr 








100 










105 










110 






Ala 


Phe 


Ser 


Pro 


Gin 


Ser 


Leu 


Val 


Ala 


Glu 


Lys 


Leu 


Arg 


Cys 


Val 


Lys 






115 










120 










125 








Ser 


Thr 


Glu 


Glu 


He 


Gin 


Lys 


Met 


Thr 


Arg 


Ala 


Ala 


Glu 


He 


Gly 


Ser 




130 










135 










140 










Ala 


Gly 


Tyr 


Asp 


Phe 


Val 


Leu 


Ala 


Ala 


Leu 


Arg 


Pro 


Gly 


He 


Thr 


Glu 


145 










150 










155 










160 


Lys 


Glu 


Leu 


Val 


Arg 


Met 


Leu 


His 


Val 


Phe 


Trp 


Ala 


Asn 


Leu 


Gly 


He 










165 










170 










175 




Glu 


Lys 


Val 


Ser 


Phe 


Pro 


Pro 


He 


He 


Ala 


Phe 


Gly 


Glu 


Asn 


Ala 


Ala 






180 










185 










190 






Phe 


Pro 


His 


Ala 


He 


Pro 


Thr 


Asn 


Arg 


Ser 


Leu 


Lys 


Lys 


Gly Asp 


Val 






195 










200 










205 








Val 


Leu 


He 


Asp 


He 


Gly 


Val 


Cys 


Tyr 


Glu 


Gly 


Tyr 


Cys 


Ser 


Asp 


Met 




210 










215 










220 










Thr 


Arg 


Thr 


Val 


Ala 


Phe 


Gly 


Ala 


Ala 


Pro 


Glu 


Gin 


Gin 


Leu 


Leu 


Asp 


225 










230 










235 










240 


Gly 


Tyr 


Val 


Ala 


Val 


Ala 


Glu 


Ala 


Gin 


Arg 


Ala 


Ala 


He 


Glu 


Phe 


Cys 








245 










250 










255 




Arg 


Ala 


Gly Val 


Pro 


Cys 


Arg 


Asp 


Val 


His 


Lys 


Glu 


Ala 


Val 


Arg 


He 








260 










265 










270 






Leu 


Arg 


Ala 


His 


Gly Met 


Glu 


Lys 


Ala 


Phe 


He 


His 


Gly 


Leu 


Gly 


His 






275 










280 










285 








Gly 


Val 


Gly Arg 


Glu 


Val 


His 


Glu 


Tyr 


Pro 


Arg 


Leu 


Ser 


Pro 


Phe 


Ser 
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995 300 

ASP Ala Thr Leu Gin Leu Asn Met Ala Val Thr Val Glu Pro Gly Val 
£ Ph e Pro Gly Val Gly He Arg II. olu -P ™ Ile 

Gly val Asn Glu - -u Asn Leu Thr Asn Arg Lys Val Ser Ser Olu 



340 345 



He lie He He 
355 



(2) INFORMATIONS POUR LA SEQ ID NO : 886: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 427 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

iviii, POSITION DAMS LE GENOME : 867810 .. 869090 

DESCRIPTION DE LA SEQUENCE, SEQ ID NO, 886, 
Ph. Ph. Ph. s.r Ash Gl„ L.u Leu Tyr Thr He Leo Ph. cys Ph. Mr 
J.! V,! « Ar g L. « "» *f ^ ^ 30* 
Al, *lu Leu iL Ol, Ala I" «» <*» ~ S° 
Olu Glu Lys oln Pro Hi. cy. ser Gly .1, Trp Ale. L.u Gin Asp Ph. 
set S. Olu Olu Glu L.u Pro Asp Leu Ar 0 As„ OIB Ph. V a l Ph. L.u 
1% cys Ash Lys Ar g Pro A.p Al* Ar 9 s.r oly Lys Ph. Ph. L.u olu 
L.u Al* Thr Thr 2u Al. lie olu Olu V,l s.r L.u oly olu Lys v,l 

100 „ ».„ r-i,, Glu Thr Leu Val Ph. ser Ala Glu 

Ph. Leu Arc, Gin oly Pro Asp Glu Glu Thr Le ^ 

P„ Thr Pro Leu Trp L.u olu cys Aro Pro S.r Jjr Asp Oly Ar g s.r 
L.u S Val Val v.l « £t Lys Gly Ala Leu oly Gly Ala v.l s.r 

I 45 1 !° „• t>v^ cot- t,eu Ser Met Ala Pro Arg Cys 

Ser Pro Lys Glu Arg Ala His Phe Ser Leu ser ^ 

IP nv Glv Met Arg Val Glu Pro Ser He Ala 

Ser Gin Thr Trp Glu He Gly Gly Met Arg ^ 

180 „ w=t riv Asp Lys Phe Leu Leu Met 

Val Lys Gin Arg He Arg Cys val Gly Gly Asp y ^ 

• P1 G l5 Ala Asp Tyr Val He Gin Ala Ala Lys Glu Arg Val Asp 
His Gly Gly Ala Asp ryi v 22Q 

210 , „, QoT . G m Tvr Leu Ala Val Gly 

Phe Glu Ser Leu Ser Gly Glu Ala Tyr Ser Gin Tyr u ^ 

Asp val Leu Leu Trp Asp Gin Asp Arg Trp Val Pro Tyr Lys Thr Phe 
oin Gly Asp Gly Thr Arg Val Pro Leu Leu Glu Val Lys Arg Leu Asp 

260 
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Asp 


Arg 


Met 


Met 


Val 


He 


Glu 


Leu 


Trp 


Ser 


He 


Asp 


Gly 


Leu 


Met 


Ser 




275 










280 










285 








Gin 


Gin 
290 


He 


Thr 


Leu 


Val 


Lys 
295 


Gin 


Val 


Ser 


Ser 


Pro 
300 


He 


Glu 


He 


Ala 


Glu 


Leu 


Val 


Lys 


Glu 


Phe 


Ser 


Phe 


Val 


Gly 


Met 


Arg 


Thr 


Trp 


Ser 


Arg 


305 










310 










315 










320 


Pro 


He 


He 


Thr 


Ala 
325 


Gly 


Lys 


Asp 


Arg 


Leu 
330 


Val 


Leu 


Ser 


Ala 


Asp 
335 


Asp 


Trp 


Val 


He 


His 


Thr 


Gly 


Glu 


Arg 


Trp 


Glu 


Arg 


Val 


Thr 


Ser 


Lys 


Arg 






340 










345 










350 






Gin 


Leu 


Glu 
355 


Asp 


Tyr 


Leu 


Ser 


Gly 
360 


Lys 


Leu 


Arg 


Ser 


Pro 
365 


Leu 


Leu 


Val 


Phe 


Glu 
370 


Arg 


He 


Asp 


Lys 


Glu 
375 


Asp 


Gly 


Glu 


Phe 


Val 
380 


Phe 


Lys 


Gly 


His 


Val 


Phe 


Asn 


Thr 


Gin 


Arg 


Thr 


Val 


Val 


Glu 


Thr 


He 


Ser 


Leu 


Pro 


Leu 


385 










390 










395 










400 


Lys 


Gin 


Val 


Leu 


Glu 


Thr 


Val 


Ala 


Gin 


Ser 


His 


Leu 


Gly 


Gin 


Glu 


Ser 








405 










410 










415 




Gly 


Thr 


Lys 


Asn 
420 


Ser 


Arg 


He 


Gly 


Gly 
425 


Gly 


Ser 













(2) INFORMATIONS POUR LA SEQ ID NO: 887: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 88 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 869 094 8693 57 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 887: 



Val 


Lys 


Asn 


He 


Leu 


Gly 


Tyr 


Gly 


Phe 


Leu 


Gly 


Thr 


Phe 


Cys 


Leu 


Gly 


1 








5 










10 










15 




Ser 


Leu 


Thr 


Val 
20 


Pro 


Ser 


Phe 


Ser 


He 
25 


Thr 


He 


Thr 


Glu 


Lys 
30 


Leu 


Ala 


Ser 


Leu 


Glu 
35 


Gly 


Lys 


Thr 


Glu 


Ser 
40 


Leu 


Ala 


Pro 


Phe 


Ser 
45 


His 


He 


Ser 


Ser 


Phe 
50 


Asn 


Ala 


Glu 


Leu 


Lys 
55 


Glu 


Ala 


Asn 


Asp 


Val 
60 


Leu 


Lys 


Ser 


Leu 


Tyr 


Glu 


Glu 


Ala 


Leu 


Ser 


Leu 


Arg 


Ser 


Arg Gly Glu 


Thr 


Ser 


Gin 


Ala 


65 










70 










75 










80 


Val 


Trp 


Asp 


Glu 


Leu 
85 


Arg 


Thr 


Asp 



















(2) INFORMATIONS POUR LA SEQ ID NO: 888: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 7 01 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(vlii) POSITION DANS LE GENOME : 869270 .. 81 1372 

( Xi ) DESCRIPTION DE LA SEQUENCE : SEO ID NO: 888, 

cys s.r oin IX. «- «. «, «, S.r Ph. V.l s.r Pro Ph. Ser «. 

L, ASP Ph. Ala Cly cly — «Y «» *.l »» « 5T "* 

Al. Lys Clr. S. II. - ^ MP " U « ^ GW V " 

R i, clu Ar B «y «y «p » «» «• ™* "» r TrP "° 

Clu Thr Thr II. Tyr Asn L.u v,l s.r Asp Tyr Cly Asp <»" «n ~ 
S. Tyr V.l IK «o cl„ Asr. Val cly Al, M. t Ar a He Thr Al, M .t 
s.r Lys L.u V.! Si P« Lys Clu Gly Ph. Glu clu cys L.u s.r L.u 

100 t1o Tie Arg Gin Val Ser Pro Trp lie 

Leu Leu Met Arg Leu Gly He Gly He Arg g ^ 

115 Z m„ oin Ser Glv Val Leu Gly He 

Lys Glu Leu Tyr Leu Thr Asn Arg Glu Glu Ser Gly 

I 30 , r cot" Leu Pro Met Thr Ala His He 

Phe Gly Ser Arg Gin Glu Leu Asp Ser Leu Pro ^ 

111 Phe Val Leu Ser Ser Lys Asn Leu Asp Ala Arg Ala Asp Val Gin 
Ala Leu Arg Lys £ Al. -n Ser Asp Thr Met Leu He Asp Phe He 
Gly Gly Lys va°i Trp Leu Phe Gly Ala Val Ser Glu lie Thr Glu Leu 
Le u Lys ife Tyr Glu Phe Leu Gin Ser His Asn He Arg Glu Glu His 
Xaa He val Ser Leu Ser Lys He Glu Pro Ser Glu Met Leu Xaa He 
III Lys Ala Ala Phe Arg Glu Asp Leu Ala Lys Glu Gly Glu Asp Ser 
Ser Gly Val Gly Leu Lys Val Val Pro Leu Gin Asn His Gly Arg Ser 
Leu Ph e Leu Ser Gly Ala Leu Pro Xle Val Gin Lys Ala He Asp Leu 

275 , , t ! riu Ser Pro Thr Asp Lys Thr Val 

lie Arg Glu Leu Glu Glu Gly He Glu Ser Pro ^ 

290 pro Gln Glu Leu Ala Ala Leu 

Phe Trp Tyr His Val Lys His Ser Asp Pro ^ 32Q 

L.u s.r Cl„ v,l Hi. Z He Phe s.r Ash oly Ala s.r Gly Al. ser 
ser s.r cys Asp S cly v,l V,l s.r s.r Lys Ala cly s.r s.r s.r 
Asn Gly L.u cty val His lie Asp Thr Ser Leu Ars s.r s.r val Lys 
Glu Gly III Al, Lys Tyr Cly s.r Ph. II. Al. Asp s.r Lys Thr Gly 
^ L.u II. «.t V.1 II. Glu Lys C1U Al. L.u Pro Lys U. Lys Met 
L.u L.u Lys Lys Leu Asp v.l Pro Lys Lys Met V.l Ara II. Glu v,l 
Leu Leu Phe clu ill Lys L.u s.r Ash Gin Ara Lys s.r Cly Leu Ash 
420 42lb 
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Leu Leu Arg Leu 
435 

Ser Trp Ala Ser 
450 

Lys Gly lie Val 
465 

Gin Glu Asp Val 

Gin Thr Pro Ala 
500 

Ser Ser Asp Lys 
515 

Met lie Lys He 
530 

Ser Phe He Thr 
545 

Asn His Ala Asp 

Val Arg He Gin 
580 

Asn Gin Thr Met 
595 

Pro Gly He Gly 
610 

Thr Glu Met Phe 
625 

Glu Thr Glu Glu 

Glu Asn Asp Asp 
660 

Lys Gin Ala He 
675 

Ser Gly Ser Arg 
690 



Gly Glu Glu Val 
440 

Gly Gly He Leu 
455 

Pro Ser Tyr Asp 
470 

Arg He Asn Ala 
485 

Arg He Ala He 

Asp Lys Ala Gin 
520 

Leu Pro Val He 
535 

Leu Glu Thr Asp 
550 

Arg Pro Asp Val 
565 

Asp Gly Glu Thr 

Asp Ser Arg Asp 
600 

Lys Leu Phe Gly 
615 

Met Phe He Thr 
630 

Lys Leu Glu Cys 
645 

Phe Leu Arg Ala 

Glu Arg Lys Glu 
680 

Gly Arg Val Glu 
695 



Cys Lys Gin Gly 

Glu Phe Leu Phe 
460 

Phe Ala Tyr Gin 
475 

Ser Pro Ser Val 
490 

Val Glu Glu Met 
505 

Tyr Asn Arg Ala 

Asn He Gly Glu 
540 

He Thr Phe Asp 
555 

Thr Arg Arg Asn 
570 

Val He He Gly 
585 

Gly He Pro Phe 

Met Asp Ser Ala 
620 

Pro Lys He Leu 
635 

Ala Phe Leu Ala 
650 

Leu Val Ala Gly 
665 

Ser Thr Val Trp 

Tyr Asp Gly Arg 
700 



Thr Gin Ala Val 
445 

Lys Gly Gly Ala 

Phe Leu Met Ala 
480 

Val Thr Met Asn 
495 

Ser He Val Val 
510 

Gin Tyr Gly He 
525 

Glu Asp Gly Lys 

Ser Thr Gly Arg 
560 

He Thr Asn Lys 
575 

Gly Leu Arg Cys 
590 

Leu Gly Glu Leu 
605 

Ser Asp Ser Gin 

Asp Asn Pro Ser 
640 

Ala Arg Pro Gly 
655 

Gin Gin Ala Ala 
670 

Gly Glu Glu Ser 

685 

Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 889: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 428 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 87 129 9 872582 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 889: 

Lys Glu Lys Ser Leu Pro Tyr Gly Glu Lys Asn Pro Pro Ala Leu Glu 

15 10 15 

Glu Gly Trp Ser Met Met Asp Gly Asn Lys Gly Thr Met Gin Asp Leu 

20 25 30 

Leu Asp Arg Leu Pro Tyr Ser Phe Leu Lys Lys Asn Tyr Leu Leu Pro 

35 40 45 

Val Glu Asp Leu Gly Asp Lys He Val Phe Ala Arg His Leu Lys Lys 

50 55 60 

Thr Pro Leu Glu Ala Leu Asp Glu Val Arg Leu He Thr Gin Lys Pro 
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65 70 75 80 

Leu ser Leu Val Ser Lys Glu Glu Ala Glu He He His Gly Leu Gin 

85 90 95 

Lys Leu Tyr Ser Asp Lys Asp Gly Lys Ala Ser Glu Met Leu Gin Ser 

100 105 11° 

Met Gin Glu Ala Val Val Pro Glu Ser Glu Ser Asp Thr Thr Glu Leu 

115 120 125 

Leu Glu Asn Gin Glu Asn Ser Ala Pro Val Val Arg Leu Leu Asn Leu 

130 135 I 40 

lie Leu Lys Glu Ala He Glu Glu Arg Ala Ser Asp He His Phe Asp 
1 45 150 155 

Pro Val Glu Asp Leu Leu Arg He Arg Tyr Arg He Asp Gly Val Leu 

His Asp Arg His 111 Pro Pro Asn His Leu Arg Ala Ala Leu He Thr 

Arg lie Lys Val Leu Thr Lys Leu Asp He Ala Glu His Arg Leu Pro 

Gin Asp Gly Arg He Lys Leu Gin Leu Gly Gly Gin Glu lie Asp Met 

Arg III ser Thr Val Pro Val He His Gly Glu Arg Val Val Leu Arg 

230 235 j&^rU 

He Leu Asp Lys Arg Asn Val He Leu Asp He Arg Gly Leu Cys Met 

245 250 " s 

Pro Pro Lys Met Glu Thr Ser Phe Arg Lys Ala He Gly Val Pro Glu 

260 265 270 

Gly He Leu Leu Val Thr Gly Pro Thr Gly ser Gly Lys Thr Thr Thr 

275 280 285 

Leu Tyr Ser Val He Gin His Leu Ser Gly Pro Phe Thr Asn He Met 

290 295 300 

Thr lie Glu Asp Pro Pro Glu Tyr Lys Leu Pro Gly Val Ala Gin He 

310 315 j^u 

III Val Lys Pro Lys He Gly Leu Thr Phe Ser Lys Gly Leu Arg His 

325 330 
Leu Leu Arg Gin Asp Pro Asp Val Leu Met Val Gly Glu lie Arg Asp 

340 3 *5 350 . 

Gin Glu Thr Ala Glu He Ala He Gin Ala Ala Leu Thr Gly His Leu 

355 360 365 

Val Val Ser Thr Leu His Thr Asn Asp Ala Val Ser Ala He Pro Arg 

Leu Leu Asp Met Gly Val Glu Pro Tyr Leu Leu Ser Ala Thr Met He 

Gly Leu Ser Leu Asn III Ser Ser Val Glu Phe Val Arg He Ala Lys 

405 410 41b 

Asn Ser Val Trp Pro Met Cys Lys Asn Arg Leu Tyr 
420 425 



(2) INFORMATIONS POUR LA SEQ ID NO: 89 0: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 144 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 872429 872860 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 89 0: 



Cys 


Cys 


Phe 


Cys 


Asn 


Pro 


Ala 


Ser 


Phe 


Arg 


His 


Gly 


Ser 


Arg 


Ala 


Leu 


1 








5 










10 










15 




Phe 


He 


He 


Arg 


Asn 


Asn 


Asp 


Arg 


Ala 


Val 


Ala 


Gin 


Arg 


Leu 


Val 


Arg 








20 










25 










30 






Arg 


He 


Cys 


Thr 


His 


Cys 


Lys 


Glu 


Phe 


Cys 


Val 


Ala 


Asp 


Val 


Gin 


Glu 






35 










40 










45 








Gin 


Ala 


Leu 


Leu 


Arg 


Ala 


Leu 


Gly 


Lys 


Asp 


Pro 


Phe 


Ala 


Pro 


Leu 


Cys 




50 










55 










60 










Lys 


Gly 


Arg 


Gly 


Cys 


Ser 


Gin 


Cys 


Phe 


Arg 


Ser 


Gly 


Tyr 


Lys 


Gly 


Arg 


65 










70 










75 










80 


Gin 


Gly 


He 


Tyr 


Glu 


Phe 


Val 


Asp 


Val 


Thr 


Thr 


Thr 


Leu Arg 


Ser 


Glu 










85 










90 










95 




He 


Ala 


Leu 


Gly 


Arg 


Pro 


Tyr 


His 


He 


Leu 


Arg 


Gly Val 


Ala 


Glu 


Arg 








100 










105 










110 






Glu 


Gly 


Tyr 


Cys 


Pro 


Leu 


Leu 


Glu 


His 


Gly 


Val 


Glu 


Leu 


Ala 


Leu 


Ala 






115 










120 










125 








Gly 


Glu 


Thr 


Thr 


Leu 


Ser 


Glu 


Val 


Leu 


Arg 


Val 


Ala 


Lys 


Arg 


Ser 


Glu 


130 










135 










140 











(2) INFORMATIONS POUR LA SEQ ID NO : 891: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 347 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 872875 873 915 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 891: 

Met Ala Arg Phe Leu Cys Thr Tyr Leu Asp Gin Ser Glu Lys Lys Arg 

15 10 15 

Arg Ser Phe Val Glu Ala Phe His Gin Arg Glu Ala Arg Glu Leu Leu 

20 25 30 

Ala Ala Gin Gly Ala Arg He Leu Asp He Arg Lys Val Arg Glu Arg 

35 40 45 

Asn Tyr Arg Val Thr Thr Thr Glu Leu Val He Phe Thr Lys Gin Leu 

50 55 60 

Ala Leu Leu Leu Arg Ser Gly He Ser Leu Tyr Asp Ala Leu Thr Ser 
65 70 75 80 

Leu Arg Asp Gin Tyr Gin Gly His Ala Leu Ala Gly Val Leu Thr Ser 

85 90 95 

Leu Met Glu Ala Leu Arg Ser Gly Gly Val Phe Ser Glu Ala Leu Ala 

100 105 HO 

Arg Leu Pro His He Phe Asp Ser Phe Tyr Gin Asn Ser Val Arg Ser 

115 120 125 

Gly Glu Ser He Gly Asn Leu Glu Gly Ala Leu Met Asn He He Lys 

130 135 140 

Val Leu Glu Glu Lys Glu Lys Leu Ser Lys Ser Leu Ala Ala Ala Leu 
145 150 155 160 

Ser Tyr Pro Ala He Leu Leu Val Phe Ser Cys Ala Val Val Val Phe 

165 170 175 

Phe Leu He Gly Val He Pro Thr Leu Lys Glu Thr Phe Glu Asp Met 
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Glu Het Thr "g W» Thr Lys Ala val Ph. s.r cys ser Thr Trp Ph. 

cys Ara Tyr Ly «>« "» «•! «» Gly ^ ° ly GlY "* 

s.r «° „ II. « «P £ W «« II. «y Lys «« Thr — «- 

S ii. u. «*. Si «• «-» ™ s » r Lsu Vl1 Ile S£ 118 

My Ph. cys Ml £ cys s.r Val Thr s.r Ala Val L.u cl» «y C-ly 
G1 y As„ L.u fl. oi« Ala L.u Thr «« «y <*. Olu Ala Val s.r cm 
Asp Ph. Su MB Glu Glu I..U Gin olu v.! II. Gin Al, «1 V.l Ara 
cly £y s.r L.u S.r «, £u «u S.r Hi. A„ Thr Trp Thr Pro 

305 310 „ _ n T„ Ser Glv Asp Leu Ala 

Leu Val He Gly Met Val Ala Leu Gly Glu Glu Ser Gly P ^ 

Val Val Phe Ala His Val Ala Gin lie Tyr Arg 



340 345 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 151 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(v iii, POSITION DANS LE GENOME: complement ( 8733 60 .. 873 812 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 892: 
ASP ser Ser Arg Leu Lys Asp Pro Pro Arg Thr Thr Ala Trp II. Thr 
ser cys Ser Ser Ser Arg Lys Lys Ser Cys Asp Tnr Ala Ser His Pro 
Asn Val Arg fla Ser lie Lys Phe Pro Pro Pro Cys Lys Thr Ala Asp 
val Thr llu Gin Asn Arg Gin Asn Pro Ile Leu lie Thr Arg Leu Arg 
Lys fie Gly He Phe Leu lie Ile Ala Ser Arg Val Leu Phe Pro lie 
Sg Phe Phe Gin Thr Met Arg Arg Asp II. Ala Pro Pro He Pro Pro 
ser Lys Thr Arg Asn Leu Tyr Leu Gin Asn His Val Leu His Glu Lys 



Tnr Ala Phe vll Ser Leu Val lie Ser Ile Ser Ser Lys Val Ser Phe 



120 125 



A sn val III Met Thr Pro Ile Arg Lys Asn Thr Thr Thr Ala Gin Glu 



130 13b 



Asn Thr Asn Lys He Ala Gly 
145 I 50 
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(2) INFORMATIONS POUR LA SEQ ID NO: 893: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 137 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: 874028 87443 8 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 893: 



Gin 


Ala 


Val 


Phe 


Lys 


Arg 


Phe 


Asn 


Tyr 


Arg 


Arg 


Glu 


Thr 


Val 


Lys 


Lys 


1 








5 










10 










15 




Thr 


Lys 


Lys 


Arg 


Lys 


Gin 


Ser 


He 


Thr 


Leu 


Val 


GlU 


Met 


Met 


Val 


Val 








20 










25 










30 






He 


Thr 


Leu 


He 


Gly 


He 


He 


Gly 


Gly 


Ala 


Leu 


Ala 


Phe 


Asn 


Met 


Arg 






35 










40 










45 








Gly 


Ser 


Leu 


Gin 


Lys 


Gly 


Lys 


He 


Phe 


Gin 


Thr 


Glu 


Gin 


Asn 


Cys 


Ala 




50 










55 










60 










Arg 


Val 


Tyr 


Asp 


Val 


Leu 


Met 


Met 


Glu 


Tyr 


Ala 


Ser 


Gly 


Asn 


Leu 


Ser 


65 










70 










75 










80 


Leu 


Lys 


Glu 


Val 


He 


Ala 


Asn 


Lys 


Glu 


Ala 


He 


Leu 


Glu 


Asp 


Ser 


Ala 










85 










90 










95 




Trp 


Cys 


Lys 


Glu 


He 


Lys 


Lys 


Leu 


Leu 


Lys 


Asp 


Ala 


Trp 


Gly 


Glu 


Asp 








100 










105 










110 






Leu 


Leu 


Val 


Lys 


Met 


Asn 


Asp 


Lys 


Gly 


Asp 


Asp 


He 


Val 


Val 


Phe 


Ser 






115 










120 










125 








Lys 


Lys 


Val 


Arg 


Asn 


Glu 


Gin 


Arg 


Gly 

















130 135 



(2) INFORMATIONS POUR LA SEQ ID NO: 894: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 203 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: 874778.-87 538 6 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 894: 

Arg Arg Arg Gin Ala Phe Met Phe Gly Arg Arg Tyr Gly Gly Leu He 

15 10 15 

Pro Trp Pro Glu Lys Gly Ser Arg Cys Thr Glu Val Phe Met Phe Arg 

20 25 30 

Lys He Lys Lys Lys Arg Ala Phe Leu Leu Ser Glu Leu Leu He Ala 

35 40 45 

Cys Val Leu He Ser Leu Leu Leu Gly Ser Leu Gly Tyr Trp Thr Arg 

50 55 60 

Arg He Trp He Ser His Lys Glu Lys Glu His Val Tyr Arg He Phe 
65 70 75 80 

Leu Asn Glu Ser Lys Thr Tyr Arg Phe Leu Arg Gly Thr Phe Leu Ser 



1599 



Thr lie Ala Met Glu Ala Gin clu Glu Leu Val Phe Sex Phe Asp Arg 
Oly Val *r JE Asp Pro His Leu Ala oly Val Val Gin oly Thr Leu 
His Tyr Asp Pro Xle Thr Gin Clu He Ser Leu lie Val Ala Ser olu 
Arg Olu Clu Ala Arg Oln Clu Lys He Ser Leu Trp Thr His Val Leu 
Ser Met Clu Trp Lys vll Leu Ar g Tyr oln Oly Leu oly Olu Oly Pro 
ASP Arg val Tyr HI Thr Leu Val Arg Lys Val Oly Ala Leu Pro Pro 
Arg Thr Leu Ser Tyr He Phe Ala Val Gly Arg 

(2) INFORMATIONS POUR LA SEQ ID NO: 895: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 203 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 875774.-876382 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 895: 
Val Ala Thr Arg Thr Val Cys Ala Val Arg Ala His Ser Ser Arg Cys 
Oly Val Pro Gly Lys Lys Ala Leu Pro Ala oln Lys Glu Olu Asn Asn 
ser Pro Thr Pro Lys Pro Gly Ser Glu Tr P Pro Glu Asn Gly Ser Pro 
Pro Glu Lys Glu Thr Arg Trp Val Glu Lys Lys Pro Lys Ser Asn Lys 
Thr Thr Arg Ser Leu Leu His Phe Leu Asn Tyr Glu Clu Lys Asn Thr 
Asn Gin Gly Arg Leu IL Leu Leu Phe Thr Asp Pro Val He Leu Gin 
Ala Phe lie Asn Asn Ser Lys Ala Tyr Ser Clu Leu Glu Arg Val Arg 
Oln Glu val Trp Glu Ser Ala Arg Gin Gin Clu Leu Ala He Lys Ala 
^r Cly Oil Ala Ala Ala Leu Clu He Phe Lys Thr Arg Thr Asp Phe 
Arg Sr Clu Leu Gin Asp Lys Thr Cln Val II. Leu His Arg Tyr Asp 
HI L eu ser Leu Leu Asn Lys Lys Val Phe Asp Tyr Thr Leu Gly Thr 

Ala Gly Asp Tyr He Phe Val Val Asp Pro Glu Asn Glu Gly Val Asn 

180 185 
Arg Ser Arg Cys Val Ser Arg Arg Lys Thr Asn 
195 200 
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(2) INFORMATIONS POUR LA SEQ ID NO : 89 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 27 0 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 877 000 877809 ) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 896: 



Phe 


Gin 


Lys 


Pro 


Ala 


Asp 


Tyr 


Val 


Trp 


Thr 


Val 


Phe 


Leu 


Leu 


Leu 


Ala 


1 








5 










10 










15 




Ala 


Arg 


He 


Leu 


Ser 


Met 


Leu 


Ser 


He 


He 


Pro 


Phe 


Leu 


Gly Ala 


Lys 






20 










25 










30 






Leu 


Phe 


Pro 


Ser 


Pro 


He 


Lys 


He 


Gly 


He 


Ala 


Leu 


Ser 


Trp 


Met 


Gly 






35 










40 










45 








Leu 


Leu 


Leu 


Pro 


Gin 


Val 


He 


Gin 


Asp 


Ser 


Thr 


He 


Val 


His 


Tyr 


Gin 




50 










55 










60 










Asp 


Leu 


Asp 


He 


Phe 


Tyr 


He 


Leu 


Leu 


He 


Lys 


Glu 


lie 


Leu 


He 


Gly 


65 










70 










75 










80 


Val 


Leu 


He 


Gly 


Phe 


Leu 


Phe 


Ser 


Phe 


Pro 


Phe 


Tyr 


Ala 


Ala 


Gin 


Ser 








85 










90 










95 




Ala 


Gly 


Ser 


Phe 


He 


Thr 


Asn 


Gin 


Gin 


Gly 


He 


Gin 


Gly 


Leu 


Glu 


Gly 






100 










105 










110 






Ala 


Thr 


Ser 


Leu 


Val 


Ser 


He 


Glu 


Gin 


Thr 


Ser 


Pro 


His 


Gly 


He 


Phe 






115 










120 










125 








Tyr 


His 


Tyr 


Phe 


Val 


Thr 


He 


Val 


Phe 


Trp 


Leu 


Ala 


Gly 


Gly 


His 


Arg 


130 










135 










140 










He 


He 


Leu 


Ser 


Val 


Leu 


Leu 


Gin 


Ser 


Leu 


Glu 


He 


He 


Pro 


Leu 


His 


145 










150 










155 










160 


Ala 


Val 


Phe 


Pro 


Glu 


Ser 


Met 


Met 


Ser 


Leu 


Arg 


Ala 


Pro 


Met 


Trp 


He 










165 










170 










175 




Ala 


He 


Leu 


Lys 


Met 


Cys 


Gin 


Leu 


Cys 


Leu 


He 


Met 


Thr 


He 


Gin 


Leu 








180 










185 










190 






Ser 


Ala 


Pro 


Ala 


Ala 


Val 


Ala 


Met 


Leu 


Met 


Ser 


Asp 


Leu 


Phe 


Leu 


Gly 






195 










200 










205 








He 


He 


Asn 


Arg 


Met 


Ala 


Pro 


Gin 


Val 


Gin 


Val 


He 


Tyr 


Leu 


Leu 


Ser 




210 










215 










220 










Ala 


Leu 


Lys 


Ala 


Phe 


Met 


Gly 


Leu 


Leu 


Phe 


Leu 


Thr 


Leu 


Ala 


Trp 


Trp 


225 








230 










235 










240 


Phe 


He 


Val 


Lys 


Gin 


He 


Asp 


Tyr 


Phe 


Thr 


Leu 


Ala 


Trp 


Phe 


Lys 


Glu 










245 










250 










255 




He 


Pro 


Thr 


Met 


Leu 


Phe 


Gly Ala 


His 


Pro 


Pro 


Lys 


Val 


Leu 












260 










265 










270 







(2) INFORMATIONS POUR LA SEQ ID NO : 897: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 92 acides amines 

(B) TYPE: acide amin6 

(D) CONFIGURATION: lineair e 

(iii) HYPOTHETIQUE: oui 
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(vii i) POSITION DANS LE GENOME : complement ( 87787 6 .. 87 8151) 
(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 897: 
Met Leu Ala Thr ser Phe Lys ser He Leu Phe Olu W Ser Tyr Glu 
La Leu Leu Leu lie Leu He He Ser Ala Pro Pro He lie Leu Ala 
Ser Val Val lly He Met Val Ala lie Phe Gin Ala Ala Thr Gin He 
Gln oiu Oln Thr Phe Ala Phe Ala He Lys Leu vjl Val He Phe Oly 
Th r Leu Met lie Thr Oly Oly Trp Leu Cys Ser Met He Leu Ar g Phe 
Sa Ala Oln He Phe lln Asn Phe Tyr Lys Trp Lys 



(2) INFORMATIONS POUR LA SEQ ID NO : 898: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 225 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii, POSITION DANS LE GENOME: complement (878172 .. 878846) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 898: 
ser Oiu Thr Tyr Pro Asp Leu Thr Thr Gin Ala Val He Leu Leu Phe 
Lu Ala Leu Ser Pro Phe Leu Val Met Leu Leu Thr Ser Tyr Leu Lys 
H. lie He Thr Leu Val Leu Leu Arg Asn Ala Leu Oly Val Gin Gin 
^ Pro Pro Ser Oln Val Leu Asn Gly He Ala Leu lie Leu Ser He 
ryr val Met Phe Pro Thr Gly Val Ala Met Tyr His Asp Ala Lys Lys 
Sy He Glu Ser Ser IL Val Pro Arg Asp Leu Phe Ser Ala Olu Gly 
Al a Glu Thr Val Phe Val Ala Leu Asn Lys Ser Lys Glu Pro Leu Arg 
ser Phe Leu He Lys Asn Thr Pro Lys Pro Oln He oln Ser Phe Tyr 
Lys He III Oln Lys Thr Phe Pro Pro Glu Leu Arg Gin Gin Leu Thr 
Pro III Asp Phe Met He He He Pro Ala Phe He Met Gly Gin lie 
Asn Ala Phe Olu lie Gly Val Leu He T*r Leu Pro Phe Phe Val 

_ „„, Ala Asn val Leu Val Ala Met Gin Met Met Met 

He Asp Leu Val Thr Ala Asn vaj. ^ igQ 

» J«, <?er He Ser Leu Pro Leu Lys Leu Leu Leu Val Val 
Leu Ser Pro Leu Ser lie faer 2QS 

195 200 
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Met Val Asp Gly Trp Thr Leu Leu Leu Glu Gly Leu Met lie Ser Phe 
210 215 220 

Lys 
225 

(2) INFORMATIONS POUR LA SEQ ID NO: 89 9: 

(i) CARACTERI ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 93 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lin£aire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 878883 .. 879161 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 899: 



Gin 


Val 


Leu 


Ser 


Phe 


Tyr 


Arg 


Trp 


Ser 


He 


Arg 


Trp 


Thr 


Thr 


Lys 


Arg 


1 








5 










10 










15 




Leu 


Phe 


Ser 


Phe 


Phe 


Trp 


Arg 


Cys 


Trp 


Lys 


Phe 


Leu 


Leu 


Arg 


Ser 


Gly 








20 










25 










30 






Arg 


Ala 


Arg 


Lys 


Ala 


Arg 


Arg 


Gly 


Ala 


Leu 


Cys 


Cys 


Gly 


Thr 


Ser 


Thr 




35 










40 










45 








Gly 


Glu 


Ala 


He 


Gly 


Ser 


Ala 


Lys 


Asn 


Ala 


Glu 


Lys 


Glu 


Glu 


Asn 


Ser 


50 










55 










60 










Asn 


Asn 


Gin 


Ser 


His 


Lys 


He 


Gin 


Tyr 


Leu 


Val 


Phe 


Leu 


Ala 


Leu 


Arg 


65 










70 










75 










80 


Leu 


He 


Cys 


Cys 


Arg 


Ser 


Val 


Arg 


Arg 


Phe 


Phe 


Met 


Phe 









85 90 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 00: 

(i) CARACTERI ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 223 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement ( 87 9 105 .. 87 9773 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 900: 



Met 


Lys 


Phe 


Phe 


Ser 


Leu 


He 


Tyr 


Lys 


Asp 


Gin 


Glu 


Val 


Val 


Pro 


Asn 


1 






5 










10 










15 




Lys 


Lys 


Val 


Leu 


Ser 


Pro 


Asp 


Ala 


Tyr 


Thr 


Ala 


Val 


Leu 


Thr 


Ala 


Gin 




20 










25 










30 






Glu 


Leu 


Leu 
35 


Glu 


Lys 


Thr 


Gin 


Glu 
40 


Asp 


Cys 


Glu 


Ala 


Tyr 
45 


Thr 


Gin 


Asn 


Thr 


His 
50 


Glu 


Glu 


Cys 


Ala 


Lys 
55 


Leu 


Arg 


Glu 


Glu 


Ala 
60 


Lys 


Asn 


Gin 


Gly 


Phe 


Gin 


Glu 


Gly 


Ser 


Lys 


Ala 


Trp 


Ser 


Lys 


Gin 


Leu 


Ala 


Phe 


Leu 


He 


65 










70 










75 










80 


Thr 


Glu 


Thr 


Gin 


Ala 


Met 


Arg 


Glu 


Gin 


He 


Lys 


Ala 


Ser 


Leu 


Val 


Pro 



1603 
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85 T , ti^ rlv Lvs Glu Leu Glu Thr 

L eu Ala lie Ala Ser Val Lys Lys lie He Gly Lys ^ 

100 , „ Tla Tle cer Glu Ser Leu Lys Asp Leu 

Lys Pro Glu Thr Val val Ser lie He Ser Gl ^ 

115 . Tlo val lie His lie Asn Pro Gin Asp Leu Ala 

Thr Gin Asn Lys Arg He Val lie His ^ 

130 " b Teu Lvs Lys Leu Val Glu Tyr Ala 

He Val Glu Gin His Arg Pro Glu Leu Lys Ly^ lf . Q 

iS «x « - « - «. - - •« *» Gly ?e ^ 

„« .x. „« Thr Mu * «y n- VJ1 « «» ~ « »1 «n 

180 , qer Ala He Leu Lys His Lys Lys 

Leu Ala Ala Leu Glu Gin Ala Phe Ser Ala ^ 

l 9S Ma Ser Thr Thr Asp Gin Pro Gin Ser Lys Lys Asp 
Pro Ala Asp Ala Ser Tnr inr * 22Q 

210 21b 



(2) INFORMATIONS POUR LA SEQ ID NO: 901: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 27 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vlti , POSITION D*NS LE GENOME : cogent ,880052 .. 880885, 

, xi) DESCRIPTION DE I* SEQUENCE : SEQ ID NO, 901: 

val « Ma « Tur P»* OIY «. ~ « »' ^ if A " 

U *I, »p -P ™ ^ «- - « ^ 
s.r Pro His oin « II. « « «■> - »» ^ ~ 

«. TtP ^ «* .« s- p " set "* Ile ~ v " Ma Mec ws 

G1 » pL Pro Pro V,! *1 ~ «» Leu L« *I= Trp «u Pro J- 

So Le u Thr «u leu «. Pro t eu »u »p - «y »1 - Pro 

85 t,v, niv Ala Phe Tyr Leu Leu Asp Leu 

Ala Thr Lys Arg Cys Leu Asp Phe Gly Ala Phe Ty ^ 

100 r, Aiv Tie Thr Glu Glu He Phe Leu 

Leu ser Lys Lys Val Arg Pro Pro Gly He Thr G ^ 

115 lit Leu Tyr Tyr Val Gly Pro Thr Lys 

Pro Ala ser Pro Phe Asn Ala Met Leu Tyr Tyr ^ 

13° r ipu Tvr Thr Leu Ala Gin Glu Met 

Met Ala Leu lie Asn Cys Leu Gly Leu Tyr tx^ lfi0 

145 150 ■,„,-, ti 0 A*r> Ara Val Gin Arg Val Leu 

,r i ion Ara Val Val He Asp wa vaJ - „ 

Arg Asn Val Val Asp Arg va.±. ^ q 175 

165 T .,_ my. r uis Pro Met 

ser Glu Thr Glu Arg Met Phe Leu Asn Tyr Cys Lys Thr H^ 

180 . . c „ Trr) G iu Glu Asp Gin 

Lys His Leu Glu Pro Thr Ala Phe Leu Ala Ser Trp Ol g 
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Ala 


Leu 


Arg 


His 


Phe 


He His 


Val 


Gin 


Gly 


Leu 


Arg 


Phe 


Leu 


Ala 


Arg 




210 








215 










220 










Ala 


Leu 


Ala 


Lys 


Glu 


Asp Ser 


Ser 


Phe 


Leu 


Trp 


Tyr 


Phe 


He 


Arg 


Arg 


225 










230 








235 










240 


Leu 


Asp 


Val 


Gly Arg 


Gly Tyr 


He 


Phe 


Glu 


Lys 


Ala 


Leu 


Gin 


Ser 


Ser 










245 








250 










255 




He 


Asp 


Ser 


Pro 


His 


Asn Glu 


Tyr 


Phe 


Arg 


Glu 


Arg 


Leu 


Glu 


His 


Cys 






260 








265 










270 






He 


Ser 


He 


Leu 


Val 


Gin 





















275 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 02: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 314 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement ( 880889 .. 88183 0 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 902: 

Phe He Leu Ala Leu Phe Phe Cys Ser Ala Cys Asp Ser Arg Ser Met 

1 5 10 15 

He Thr His Gly Leu Ser Gly Arg Asp Ala Asn Glu He Val Val Leu 

20 25 30 

Leu Val Ser Lys Gly Val Ala Ala Gin Lys Val Pro Gin Ala Ala Ser 

35 40 45 

Ser Thr Gly Gly Ser Gly Glu Gin Leu Trp Asp He Ser Val Pro Ala 

50 55 60 

Ala Gin He Thr Glu Ala Leu Ala He Leu Asn Gin Ala Gly Leu Pro 
65 70 75 80 

Arg Met Lys Gly Thr Ser Leu Leu Asp Leu Phe Ser Lys Gin Gly Leu 

85 90 95 

Val Pro Ser Glu Met Gin Glu Lys He Arg Tyr Gin Glu Gly Leu Ser 

100 105 110 

Glu Gin Met Ala Thr Thr He Arg Lys Met Asp Gly He Val Asp Ala 

115 120 125 

Ser Val Gin He Ser Phe Ser Pro Glu Glu Asp Gin Arg Pro Leu Thr 

130 135 140 

Ala Ser Val Tyr He Lys His Arg Gly Val Leu Asp Asn Pro Asn Ser 
145 150 155 160 

He Met Val Ser Lys He Lys Arg Leu Val Ala Ser Ala Val Pro Gly 

165 170 175 

Leu Tyr Pro Glu Asn Val Ser Val Val Ser Asp Arg Ala Ser Tyr Ser 

180 185 190 

Asp He Thr He Asn Gly Pro Trp Gly Leu Ser Asp Glu Met Asp Tyr 

195 200 205 

Val Ser Val Trp Gly He He Leu Ala Lys His Ser Leu Thr Lys Phe 

210 .215 220 

Arg Leu Val Phe Tyr Phe Leu He Leu Leu Leu Phe He Leu Ser Cys 
225 230 235 240 

Gly Leu Leu Trp Val He Trp Lys Thr His Thr Leu He Ser Ala Leu 

245 250 255 

Gly Gly Thr Lys Gly Phe Phe Asp Pro Ala Pro Tyr Ser Gin Leu Ser 



1605 



265 270 



260 T Pro Ala Pro Lys Glu Thr Pro Gly Ala Ala Glu 
Phe Thr Gin Asn Lys Pro Ala Pro uy ^ 

I? Ala Gin Thr Ala Ser Glu Gin Pro Pro Lys Glu Asn Ala 
Gly Ala Glu Ala Gin Tnr «ia 30Q 

Glu Lys Gin Glu Glu Asn Asn Glu Asp Ala 



{2 ) INFORMATIONS POUR LA SEQ ID NO: 903: 

(l) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 319 acides amines 

(B) TYPE: acide amin£ 

(D ) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vili) POSITION DAHS « <—»■ <..!«.. .«»«> 

(xi) DESCRIPTION DE L» SEO.OEHCE, SEQ ID »0, 903, 
Ly . M . t Thr A,P ser Glu « "° * f 0 ° «»• »■ S " H° "* 

L g Ph. Pro Trp Ar g 0!„ « «• «- »™ ^ 
A1 » Gin Thr Asp « - lie Dys Ash «. Gly - - - ™ - 
G1 u Glu iL s« cys Pro » Ar 0 ~ Hi. cys ~ « Hi. - 

Ala Thr V « - « "» ^ r ^ » 

% s „ lie Asp - ~ « Ash Pro D.u Pro Pro Asp Pro Glu Glu 

Gly Ala n. IL «u s.r ai, Dys - - «v - - 

1°° * t^i mu AST? Gly Gly Ala Ser 

val II. Thr Met V.1 s.r Ars W Asp L~ Glu Asp J 

Ala t eu £ Hi, lie II. Glu Thr ,eu Hi, Thr Glu « Pro Thr Ala 
^ £ GlU Val « Ala S A.P Ph. G1U Gly » .1. ~ £ 

i£ His ... « Asp £r Hi. IL Ala «; ™ « «■ - S 
^ val Glu Ar g S Thr Pro Ph. V.l Aro Hi, lys Al, Thr Tyr Ar g 

180 t la ji a lvs Tyr Leu Pro Asn Leu 

Arg ser Leu Met Met Leu Glu Asn Ala Ala Lys Tyr ^ 

195 , Tn M„t Val Gly Leu Gly Glu Gin Glu Ser Glu 

Met Thr Lys Ser Gly He Met Val Gly ^ 

210 »«. Hie; Glv Val Lys He Val 

val Ss Gin Thr Wu W. »P L~ Ala Asp Hrs Gly 

£ XX. Gly Gl„ Tyr SS AT, Pro s.r Ar ? Ar g His XX. Pro val I,ys 
s „ Tyr V,l s.r Pro Glu Thr Phe Asp Tyr Tyr Arg s.r v.l OX, Glu 

260 , ^ at* Glv Pro Phe Val Arg Ser Ser Phe 

Ser Leu Gly Leu Phe He Tyr Ala Gly Pro ^ 

275 ZOU 
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Asn Ala Asp Ser Val Phe Glu Ala Met Arg Gin Gly Lys Pro Gin Pro 

290 295 300 

Leu Arg Tyr Phe Arg Thr Lys lie Ser His He Thr Cys Ser Phe 
305 310 315 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 04: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 298 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lin£aire 

(iii) HYPOTHETIQUE : oui 



(viiij POSITION DANS LE GENOME: complement ( 882 9 01 8837 94 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 904: 



±nr 


Ser 


Lys 


Lys 


Ser 


Leu 


Lys 


Lys 




Pro 


Leu 


Leu 


Ala 


Glu 


Gly Val 


1 








c 

_j 










10 










15 




j. le 




Cys 


pin 


XT lie 








xrlltr 


His 


Thr 


Leu 


Gly 


Ser 


Glu 


Val 


















25 










3 0 






Ser 


vai 


l ie 


pin 

(jIU 


I\ la. 


Ser 


Ser 




Tic, 


Leu 


Ala 


Leu 


Asn 


noil 


XT J. \s 


















a n 










45 








lie 


Ser 


Lys 


Thr 






Asp 


Lys 


XT 1 ItS 


J-i.lI- 


Arg 


Gin 


Gly 


Leu 


Arg 


Phe 




c; n 
o u 










55 










60 










Val 


Leu 


Glu 


Ala 


Ser 


Val 


Ser 


Asn 


He 


GlU 


Asp 


He 


Gly 


Asp 


Arg 


Val 


65 










70 










75 










80 


Arg 


Leu 


Thr 


He 


Asn 


Gly 


Asn 


Val 


Glu 


GlU 


Tyr 


Asp 


Tyr 


Val 


Leu 


Val 










85 










90 










95 




Ser 


He 


Gly 


Arg 


Arg 


Leu 


Asn 


Thr 


Glu 


Asn 


He 


Gly 


Leu 


Asp 


Lys 


Ala 








100 










105 










110 






Gly 


Val 


He 


Cys 


Asp 


Glu 


Arg 


Gly 


Val 


He 


Pro 


Thr 


Asp 


Ala 


Thr 


Met 






115 










120 










125 








Arg 


Thr 


Asn 


Val 


Pro 


Asn 


He 


Tyr 


Ala 


He 


Gly 


Asp 


He 


Thr 


Gly 


Lys 




130 










135 










140 










Trp 


Gin 


Leu 


Ala 


His 


Val 


Ala 


Ser 


His 


Gin 


Gly 


He 


He 


Ala 


Ala 


Arg 


145 










150 










155 










160 


Asn 


He 


Gly 


Gly 


His 


Lys 


Glu 


Glu 


He 


Asp 


Tyr 


Ser 


Ala 


Val 


Pro 


Ser 










165 










170 










175 




Val 


He 


Phe 


Thr 


Phe 


Pro 


Glu 


Val 


Ala 


Ser 


Val 


Gly Leu 


Ser 


Pro 


Thr 








180 










185 










190 






Ala 


Ala 


Gin 


Gin 


Gin 


Lys 


He 


Pro 


Val 


Lys 


Val 


Thr 


Lys 


Phe 


Pro 


Phe 






195 










200 










205 








Arg 


Ala 


He 


Gly 


Lys 


Ala 


Val 


Ala 


Met 


Gly 


Glu 


Ala 


Asp 


Gly 


Phe 


Ala 




210 










215 










220 










Ala 


He 


He 


Ser 


His 


Glu 


Thr 


Thr 


Gin 


Gin 


He 


Leu 


Gly 


Ala 


Tyr 


Val 


225 










230 










235 










240 


He 


Gly 


Pro 


His 


Ala 


Ser 


Ser 


Leu 


He 


Ser 


GlU 


He 


Thr 


Leu 


Ala 


Val 








245 










250 










255 




Arg 


Asn 


Glu 


Leu 


Thr 


Leu 


Pro 


Cys 


He 


Tyr 


Glu 


Thr 


He 


His 


Ala 


His 






260 










265 










270 






Pro 


Thr 


Leu 


Ala 


Glu 


Val 


Trp 


Ala 


Glu 


Ser 


Ala 


Leu 


Leu 


Ala 


Val 


Asp 






275 










280 










285 








Thr 


Pro 


Leu 


His 


Met 


Pro 


Pro 


Ala 


Lys 


Lys 















290 295 



1607 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 

(i) C ARAC TER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 212 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lindaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 883 661 .. 88429 6 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 905: 
Met Asn Glu Ala Phe Asp Cys Val Val lie Gly Ala Gly Pro Gly Gly 
Tyr Val Ala Ala lie Thr Ala Ala Gin Ala Gly Leu Lys Thr Ala Leu 
lie Glu Lys Arg Glu Ala Gly Gly Thr cys Leu Asn Arg Gly Cys He 
Pro ser Lys Ala Leu Leu Ala tly Ala Glu Val Val Thr Gin lie Arg 
His A?a Asp Gin Phe Gly lie His Val Glu Gly Phe Ser lie Asn Tyr 
Pro Ala Met Val Gin Arg Lys Asp Ser Val Val Arg Ser He Arg Asp 



Leu Cys Ser Thr Gly vll Leu Asn Leu Lys Glu He Pro Gin Lys Met 



Gly Leu Asn Gly Leu He Arg Ser Asn Lys He Thr Val Phe Ser Gly 
Xaa Gly Ser Leu He Ser Ser Thr III Val Lys He Leu Gly Glu Asn 
Pro Ser Val He Lys Ala His III He He Leu Ala Thr Gly Ser Glu 

Pro Arg Ala Phe Pro Gly He Pro Phe Ser Ala Glu Ser Pro Arg He 

155 xou 

Lys 

Ala He He Gly Arg Cys Asp Arg III Arg He Arg Phe Leu He 

180 185 1 

Pro Tyr Val Arg Leu Arg Ser Phe cys Asp Arg Ser Lys Leu Ser Asn 

195 200 205 

Pro Cys Phe Glu 
210 

(2) INFORMATIONS POUR LA SEQ ID NO : 906: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 163 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : complement ( 884508 8849 9 6) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 906: 
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Arg 


Xaa 


Asp 


Leu 


Met 


Pro 


Phe 


Ala 


Lys 


Glu 


Ala 


Asp 


Leu 


Gin 


Arg 


Thr 


1 






5 










10 










15 




Cvs 


Trp 


Lvs 


Cvs 


Glu 


Gly 


Ser 


Val 


Ser 


Ala 


Cys 


Met 


Pro 


Gin 


Cys 


Pro 








20 










25 










30 






TYr 


Cvs 


Ser 


Ala 


Phe 


Leu 


Gin 


Asp 


Pro 


Pro 


Val 


Thr 


Ser 


Lys 


Gly 


Phe 




35 










40 










45 








Ser 


Ser 


Cys 


His 


He 


Thr 


Phe 


Pro 


Ser 


Glu 


Ala 


Ser 


Lys 


Lys 


Asn 


Gly 




50 










55 










60 










Asp 


Ser 


Asp 


Leu 


Phe 


Ala 


Val 


Ser 


Ser 


Glu 


Asp 


Trp 


Glu 


Ala 


Val 


Leu 


65 










70 










75 










80 


Asn 


Ser 


Gin 


Asn 


Thr 


Phe 


Glu 


Glu 


Pro 


Val 


Gin 


Glu 


Pro 


Ala 


Pro 


Ser 










85 










90 










95 




Gin 


Trp 


Asp 


Trp 


Leu 


Gin 


Tyr 


Trp 


Pro 


Thr 


Ala 


Ala 


Leu 


Phe 


Leu 


Gly 








100 










105 










110 






Cys 


Gly 


Phe 


Leu 


Thr 


Phe 


Ser 


Leu 


Met 


He 


Leu 


Leu 


Phe 


Ser 


Thr 


Asp 






115 










120 










125 








Ser 


Gly 


Leu 


Val 


Leu 


Ser 


Trp 


Pro 


Lys 


Asn 


Arg 


Ser 


Tyr 


He 


Tyr 


Ala 




130 










135 










140 










Leu 


Val 


Gly 


He 


Leu 


Leu 


Ala 


Tyr 


Arg 


Gly 


Tyr 


Arg 


Ser 


Leu 


Pro 


Glu 


145 










150 










155 










160 


His 


Ser 


Lys 





























(2) INFORMATIONS POUR LA SEQ ID NO : 9 07: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 12 04 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 885166 888777 ) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 9 07: 



Gin 


Arg 


Leu 


He 


Leu 


Met 


He 


Leu 


Asn 


Ser 


Leu 


Ser 


Met 


Phe 


Arg 


His 


1 








5 










10 










15 




Gin 


Ala 


Thr 


Arg 


Phe 


Leu 


Gin 


Asp 


Asn 


Arg 


Asp 


Ser 


He 


Ala 


Val 


Ser 








20 










25 










30 






Phe 


Ser 


Lys 


Asn 


Thr 


Tyr 


Lys 


He 


Thr 


He 


Pro 


Asp 


Glu 


Asp 


Ser 


Pro 






35 










40 










45 








Asp 


Gly 


Glu 


Trp 


He 


Ser 


Thr 


Leu 


Ser 


Phe 


Asn 


Asp 


Glu 


Glu 


Arg 


Leu 




50 










55 










60 










Ser 


Phe 


Ala 


Ala 


Cys 


Ser 


Cys 


Pro 


Asp 


Gly 


Asp 


Cys 


Cys 


GlU 


His 


Leu 


65 










70 










75 










80 


Leu 


Thr 


Ala 


Thr 


Leu 


Ala 


Ala 


Tyr 


Asp 


Pro 


Thr 


Glu 


Gly Ala 


Leu 


Leu 










85 










90 










95 




His 


Val 


Lys 


Phe 


Glu 


Ser 


ser 


Phe 


Trp 


Trp 


Gly 


Leu 


Phe 


Tyr 


Gin 


Leu 








100 










105 










110 






Phe 


Leu 


Ser 


Lys 


Ala 


Pro 


Leu 


His 


Ala 


Pro 


Gly Asp 


Lys 


Val 


Tyr 


Thr 






115 










120 










125 








He 


Gin 


Ser 


Gin 


Gin 


Leu 


Ser 


Val 


Ser 


Leu 


Gin 


Cys 


Leu 


Ser 


Ala 


Glu 




130 










13 5 










140 










Ala 


Leu 


Thr 


Tyr 


Trp 


Leu 


Pro 


He 


Val 


His 


Thr 


Ser 


Pro 


Glu 


Pro 


Gin 


145 










150 










155 










160 


Thr 


He 


Ser 


Lys 


Glu 


Thr 


Phe 


Ser 


Gin 


Ser 


Ala 


Leu 


Tyr 


Arg 


He 


Ala 



* 
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Arg Clu Leu Phe Met Phe Ser Gin Lys III Ala Ser Leu Val lie Gin 

180 185 



Glu Asn Pro Gin Gly Phe Pro Ser Leu Phe Ser Leu Gin Trp Glu Gly 
He Ala III ser He Glu Val feu Asp Val Asp Thr Leu Lys Ala Leu 
Phe Pro Leu Leu Glu Phe III Gin Thr Ser Leu Tyr Ser Gly Glu Pro 
Sr Leu Leu His Asn His Val Val Pro Glu Gin Ala Arg II. Tyr 
Phe Thr Lys Glu Tyr Pro Pro Leu Pro Lys Ser He Lys Glu Tyr Gin 
Clu Thr Val Leu Gly Pro He Lys Tyr Phe Ala Glu Ala Lys Lys Cys 



280 



Vbr Ser fie Pro Lys Thr Leu Ser Leu Pro He His He He Pro Ala 

Leu Asp Arg ser Phe Arg III His Leu Leu Ser Gin Leu Cys Tyr Glu 

310 

III Glu Glu Arg Pro He His Tyr Ala He His Phe Leu Arg Asp Ala 

Ser Leu Ser Phe III Ala Tyr Leu Glu Thr Pro Gly Asp Leu Ser Glu 

Oly His He He Tyr Pro Glu Phe Cys Tyr He Pro Asn Lys Gly Leu 

L eu Ala III ser Gly Leu Leu III Pro Glu ser Ser Phe Thr He Arg 

ser Asp His He Glu Asn III Leu Asp Glu Tyr Gly Pro Phe He Jy. 

Ill Pro Gly Phe Glu Thr Phe Ser Asn Gin Ser Pro Val Gly Ser Leu 

405 41U 
ser Tyr Asn Val Thr Glu Gin Gly Val Leu Leu Phe His Tyr Asp Thr 

a n n 425 
Oly Asn Ala Ala As P He Glu Leu Arg Phe Gly Lys Trp Thr Tyr Tyr 

ser Arg Gin Gly Phe Phe Leu Asn Ser Arg Leu Asp Leu Ala Leu Gin 



Asp Gly Leu Thr He Glu Tla Pro Gin Val Ala Asp Phe He Leu Thr 



455 



470 



475 



fis Glu Val Ala Leu Lys Ser He Pro Asn Phe Phe Ala Ala Gin Pro 

Pro Leu Lys ser ill Arg Phe Glu Val His Lys Glu Lys Gly Ser 

Gly He Tyr Leu Gin Pro He Phe Glu Gly Leu Glu Hi. Glu Ser Cys 

^ 520 
Arg Leu Pne Gly Gin Phe Leu Tyr Arg Glu' Asn Val Gly Phe Ser Leu 



535 



L eu III Ala Ala Leu Gin Met Leu Cys Gin He Pro Thr Glu He Pro 



III Asp Gin Val Ala Glu Phe Leu Leu Gin Phe Ser Lys Asp Asp Arg 



550 555 



Met val Phe Pro III Pro Gin Leu Ala Leu Pro Glu Arg Val Glu Leu 



570 



Asn lie Leu 111 He His Arg Pro hIs Pro Ser Ser Pro Leu His Leu 



585 



Lys lie III He Lys Thr Asn Tie Gly Ser He Pro Leu Gly Thr Val 



600 



605 



615 620 



L eu III Ala Leu Lys Gly Lys Lys Asp Phe Leu Phe Ser Lys Ala Gly 
625 "0 635 
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Phe Leu Asn Leu Asp Asn Cys Leu Phe Val Phe Leu Lys Gin Phe Leu 

645 650 655 

Ser Ser Gin Arg Tyr Asp lie Gin Glu Asn Thr Leu He Thr Met Val 

660 665 670 

Thr Asp He Phe Lys Leu Asp Ala Leu Ala Pro Met He Thr Asp Pro 

675 680 685 

Asn He Gin Ala Ser Glu Glu Asp Leu Ala Tyr Phe Ser Gin Leu Lys 

690 695 700 

Ser Ala Cys Leu Pro Pro He Pro Val Asn Leu Phe Ser Thr Asp His 
705 710 715 720 

Lys Leu Arg Pro Tyr Gin Asn Ser Gly Leu Leu Trp Leu Trp Phe Leu 

725 730 735 

Tyr Asn His Arg Leu Ser Gly Leu Leu Cys Asp Glu Met Gly Leu Gly 

740 745 750 

Lys Thr His Gin Ala Thr Ala Leu Leu Asp He Val Ala Gin Thr Ala 

755 760 765 

Lys Asn Pro Lys Phe Leu Val Val Cys Pro Thr Ser Val Leu Pro His 

770 775 780 

Trp Glu His Val Leu Ala Ser His Leu Pro Gin Ala Ser Leu Phe Ser 
785 790 795 800 

Phe His Gly Pro His Lys Pro Lys Thr Leu Pro Asp Cys Asp He Leu 

805 810 815 

He Thr Ser Tyr Gly Thr Leu Arg Gin Asn Tyr Ala Leu Phe Tyr Lys 

820 825 830 

Val Ser Phe Thr Val Ala Val Phe Asp Glu He His Thr Ala Lys Asn 

835 840 845 

Lys Ser Ser Gin He His Lys He Leu Cys Arg Leu Asp Ala Gin Met 

850 855 860 

Lys Leu Gly Leu Thr Gly Thr Pro Val Glu Asn Asn Leu He Glu Phe 
865 870 875 880 

Lys Gly Leu Leu Asp He He Leu Pro Asn Tyr Leu Pro Ser Asp Ala 

885 890 895 

Leu Phe Lys Arg Leu Phe Thr His Lys Asn Ala Ser Glu Thr Asp Glu 

900 905 910 

Asp He He Ser Ser Lys Asp Leu Leu Leu Lys Leu Thr Arg Pro Phe 

915 920 925 

He Leu Arg Arg Thr Lys Lys Leu Val Leu Pro Glu Leu Pro Glu Lys 

930 935 940 

Val Glu Ser Leu He Pro Cys Arg Leu Ser Pro Glu Gin Ser Gin Leu 
945 950 955 960 

Tyr Ser Ser Thr Leu Glu Lys Glu Lys Cys Gin He Gin Gin Leu Glu 

965 970 975 

Lys Glu Glu Asp Pro Ala Ser Val Asn Tyr Leu His Val Phe Ala Leu 

980 985 990 

Leu Asn Gin Leu Lys Gin He Cys Asp His Pro Ala Val Tyr* Phe Lys 

995 1000 1005 

Asp Pro Glu Ser Tyr Lys Asn His Ser Ser Gly Lys Trp Ala Ala Phe 

1010 1015 1020 

Val Lys Leu Leu Asn Asp Ser Leu Ala Ser Gly Tyr Lys Val Val Val 
1025 1030 1035 1040 

Phe Ser Gin Tyr He Gin Met He Arg He He Ala Leu Tyr Leu Glu 

1045 1050 1055 

Glu His Ala He Glu Tyr Ala Leu Val Gin Gly Lys Ser Gin Asn Arg 

1060 1065 1070 

Lys Glu Glu He Asp Arg Phe Ser Asn Asp Pro Asn Cys Arg Val Phe 

1075 1080 1085 

He Gly Ser Leu Leu Ala Ala Gly Thr Gly He Asn Leu Thr Ala Gly 

1090 1095 1100 

Asn Val Val He Met Tyr Asp Arg Trp Trp Asn Pro Ala Lys Glu Asn 



m 
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1115 1120 
S^Ala Leu Asp ^Va'Ais Arg He olyGln Lys Asn Thr Val^he 

He Tyr Lys Leu Vafnir Glu Asp Thr Leu Glu Glu His lie His Tyr 

1140 I* 45 115 

L eu lie Glu Lys Lys Met Arg L-uLeu Asn Gin Val Thr^Thr Thr Gin 

Asp ser Asn'lle Leu His Val^Asn Arg Glu AspLau He Thr He 

Leu SerV Lys Asp Glu H^Met Leu Ser Glu Glu Val Gin Glu Asp 
1185 1190 H 95 

Ser Gly Asp Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 90 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 403 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 888940 .. 890148 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 9 08: 
ser His Lys Gly Leu Ser He Trp Ser lie Gly Gly Ser He Phe Ala 
Met Phe Phe Gly Ala Gly Asn Val Val Phe Pro Leu Ala Leu Gly His 
His Phe Tyr Tyr His He Ser Tyr Ala Cys Leu Gly Met He Leu Thr 
Ala Val Leu Thr Pro Leu Leu lly Leu Phe Ala Met Met Leu Tyr Ser 



50 " 60 



Gly Asn Tyr Arg Ser Phe Phe Ala Ser He Gly Arg Met Pro Gly Met 

y Pro Phe Gly 
85 90 95 



val Leu Met Val Ala He Leu Cys He lie Gly Pro Phe Gly Gly He 



Pro Arg Thr He Ala Val Ser Tyr Asp Thr Leu Ala Ser Leu Gly Asp 

Lys His Pro Thr Leu Leu Pro ser Leu Pro Trp Phe ser Val Phe Phe 

115 I 20 
C ys val Leu Val Tyr Leu Phe Val Cys Lys Leu ser Lys Leu He Gin 

J 135 140 

Trp Leu Gly Ser Val Phe Phe Pro Val Met Leu Gly Thr Leu Ala Trp 



III lie lie Lys Gly Leu Leu Leu Pro Ala His Ala Leu Pro Ser Glu 



150 



165 



170 



Ser Val Thr Phe Ser Lys Gin Gin Ala Phe Val Thr Gly Leu Ser Glu 

Gly Phe Asn Thr Met Asp Leu Leu Gly Ala Phe Phe Phe Cys Ser He 

ig 5 200 205 

Val Leu Val Ser He Gin Gin Leu Met Val Gin Gin Lys His Glu Ser 

215 22 0 

ser Glu Glu Lys Pro Leu Glu Phe His His He Gly Lys Thr Glu Lys 
225 230 235 
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Tyr 


Lys 


Leu 


Ala 


Met 


Ser 


Phe 


Leu 


Leu 


Ala 


Ala 


Ala 


Leu 


Leu 


Ser 


Leu 










245 










250 










255 




Val 


Tyr 


Leu 


Gly 


Phe 


Ala 


Phe 


Cys 


Ala 


Ala 


Arg 


His 


Ala 


Gly 


Ala 


Leu 






260 










265 










270 






lie 


Asp 


Val 


Gin 


Arg 


Gly 


Gin 


He 


Leu Gly Arg 


He 


Ser 


Ala 


Leu 


Val 






275 










280 










285 








Val 


Gly 


Pro 


Asn 


Ser 


Phe 


Leu 


Thr 


Gly 


Leu 


Ser 


Val 


Phe 


Leu 


Ala 


Cys 




290 










295 










300 










Leu 


Thr 


Thr 


Ala 


He 


Ala 


Val 


Thr 


Gly 


He 


Phe 


Ala 


Asp 


Phe 


He 


Ala 


305 










310 










315 










320 


Arg 


Val 


Val 


Ser 


Ser 


Gin 


Lys 


Met 


Ser 


Tyr 


Ser 


Asn 


Ala 


Leu 


He 


Val 








325 










330 










335 




Thr 


Leu 


Val 


Pro 


Thr 


Tyr 


Leu 


Val 


Ser 


He 


Leu 


Ser 


Phe 


Glu 


Asn 


He 








340 










345 










350 






Ser 


Lys 


He 


Leu 


He 


Pro 


He 


Leu 


Glu 


Met 


Ser 


Tyr 


Pro 


Ala 


Leu 


He 




355 










3 60 










3 65 








Ala 


Leu 


Thr 


Cys 


Gly 


Val 


He 


Ala 


Lys 


Lys 


Leu 


Trp 


Asp 


Phe 


Arg 


His 




370 










375 










380 










Val 


Lys 


Thr 


Leu 


Phe 


Tyr 


Leu 


Val 


Phe 


Ala 


Leu 


Thr 


He 


Leu 


Tyr 


Lys 


385 








390 










395 










400 



Leu Ser Val 



(2) INFORMATIONS POUR LA SEQ ID NO: 9 09: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 280 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (890325 891164 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 909: 



Ala 


He 


Ser 


Thr 


Pro 


Ala 


Leu 


Ala 


Cys 


Ser 


Leu 


Leu 


His 


He 


Asp 


Asp 


1 








5 










10 










15 




Leu 


Ala 


Glu 


Cys 


Leu 


Thr 


Thr 


Asp 


Tyr 


Gly 


Glu 


Glu 


Glu 


Ala 


He 


Arg 








20 










25 










30 






Leu 


Ala 


Lys 


He 


Phe 


Leu 


Glu 


Glu 


Ala 


Pro 


Cys 


Ser 


He 


Arg 


Val 


Asn 






35 










40 










45 








Thr 


Arg 


Arg 


He 


Ser 


Val 


Asp 


Lys 


Leu 


Gin 


Lys 


Val 


Leu 


Pro 


Phe 


Pro 




50 










55 










60 










Cys 


Gin 


Arg 


Gly 


Ala 


Ala 


Pro 


Ser 


Ser 


Leu 


Arg 


Phe 


Glu 


Lys 


Arg 


Tyr 


65 










70 










75 










80 


Pro 


Leu 


Gin 


His 


Thr 


Arg 


Ala 


Phe 


Arg 


Arg 


Gly 


Leu 


Phe 


Glu 


He 


Gin 










85 










90 










95 




Asp 


Glu 


Ser 


Ser 


Gin 


He 


He 


Thr 


Asn 


Ala 


He 


Leu 


He 


Lys 


Asp 


Ser 






100 










105 










110 






Asp 


Thr 


Val 


Leu 


Asp 


Phe 


Cys 


Ala 


Gly 


Ala 


Gly 


Gly 


Lys 


Ser 


Leu 


He 






115 










120 










125 








Phe 


Ala 


Gin 


Arg 


Ala 


Arg 


His 


Val 


Thr 


Leu 


His 


Asp 


Ser 


Arg 


Pro 


Gin 




130 










135 










140 










Ala 


Leu 


Glu 


Glu 


Ala 


Arg 


His 


Arg 


Ser 


Pro 


Arg 


Ser 


Gly 


He 


Lys 


Asn 


145 










150 










155 










160 


Phe 


Thr 


He 


Pro 


Ser 


Gin 


Pro 


Leu 


Lys 


Lys 


His 


Ser 


Phe 


Ser 


Leu 


Val 
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165 170 



Val Val Asp Ala Pro Cys Thr Gly Ser Gly Val Phe Arg Arg His Pro 

Glu Lys Lys III Leu Phe Ser Lys Gin Leu Leu His Asn Asn Ser He 

Ala Gin Oil Lys He Leu Lys_ III Ala Leu Ala Tyr Val Ala Pro Arg 

cly Arg Leu Val Tyr lie Tnr Cys Ser Leu Met Lys Glu Glu Asn Glu 

Lys His Thr ser Trp £t Ala Ser Gin Gly Trp Lys cys Val Glu 

Val Lys He Pro til Val Ser Arg Gin Gly Asp Ala Phe Phe Ser Ser 

260 265 
His Phe He Arg Ser Arg Ser Leu 
275 280 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 116 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 891116 .. 891463 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 910: 
Thr Tyr Arg Tyr Thr Arg Ser Gin Thr Arg Arg Pro Met He Pro Phe 
Arg Phe His His Leu Tyr He Leu Leu Asp Ser Leu Phe Ser Ser Pro 
lie Gly Glu Ser Asn Arg Val Ala Ala Tyr Phe Lys Glu His Pro Ser 
Leu Gly ser Lys Asp Arg Gin Trp He Asn Thr Arg He Phe Thr He 
Leu Arg His Arg Arg Leu Leu Glu Ala Leu Val Leu Ala Glu Gly Lys 
Glu lie Ser Ala Gin Thr Leu Val Glu Lys Val Glu Glu Gly Val Thr 

Glu Asn lie Glu Gin Phe Gin His Leu Pro Trp Pro Val Arg Tyr Ser 

100 105 
He Ser Thr He 
115 



(2) INFORMATIONS POUR LA SEQ ID NO: 9 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 437 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



1614 



(viii) POSITION DANS LE GENOME: complement ( 89 19 68 .. 893278 ) 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 911: 

Met Arg Thr Phe Phe Leu Leu Cys Arg Phe Phe lie Cys Leu Ala Pro 

15 10 15 

Phe Phe Leu Ser Phe Pro Leu Tyr Ala Asp Pro His Thr Val Leu Thr 

20 25 30 

Lys Gly lie Ala Ala Ala Val Val His Ala Asp Ser Gly Ala lie Leu 

35 40 45 

Lys Glu Lys Asn Leu Asp His Lys lie Phe Pro Ala Ser Met Thr Lys 

50 55 60 

lie Ala Thr Ala Leu Leu lie Leu Arg Gin Tyr Pro Asp Val Leu Thr 
65 70 75 80 

Arg Phe lie Thr Thr Arg Arg Glu Pro Leu Thr Ser lie Thr Pro Gin 

85 90 95 

Ala Lys Gin Gin Ser Gly Tyr Arg Ser Pro Pro His Trp Leu Glu Thr 

100 105 110 

Asp Gly Met Thr lie Gin Leu Lys Val Lys Glu Glu Val Ser Gly Trp 

115 120 125 

Asp Leu Phe His Ala Leu Leu lie Ser Ser Ala Asn Asp Ala Ala Asn 

130 135 140 

Val Leu Ala Asp Ala Cys Cys Gin Ser Val Ser Ala Phe Met Arg Gin 
145 150 155 160 

Leu Asn Glu Phe Leu Arg Glu Leu Gly Cys Gin Asn Thr His Phe Asn 

165 170 175 

Ser Pro His Gly Leu His His Pro Asp His Tyr Thr Thr Ala Arg Asp 

180 185 190 

Leu Ser Leu lie Met Lys Glu Ala Leu Lys Glu Pro Leu Phe Arg Gin 

195 200 205 

Val lie His Thr Ala Ser Tyr Thr Met Glu Ala Thr Asn Leu Ser Pro 

210 215 220 

Glu Arg Val Leu Ser Ser Thr Asn Lys Leu Leu Ser Ser Ser Ser Thr 
225 230 235 240 

Tyr Phe Tyr Pro Pro Cys Leu Gly Gly Lys Thr Gly Thr Thr Lys Ser 

245 250 255 

Ala Gly Lys Asn lie lie Phe Ala Ala Glu Lys Asn Asn Arg Ser lie 

260 265 270 

lie Val Val Ala Ala Gly Tyr Phe Gly Pro Ala Ala Gin Leu Tyr Gin 

275 280 285 

Asp Ala lie Ala Leu Cys Glu Asp Leu Phe Asn Glu Gin Leu Leu Arg 

290 295 300 

Cys Phe Leu lie Pro Pro Ala Ser His Tyr Pro Val Pro Thr Arg Phe 
305 310 315 320 

Gly Thr Val Thr Ala Pro Val Ala Gin Gly lie Tyr Tyr Asp Phe Tyr 

325 330 335 

Pro Ser Glu Gly Asp Pro Leu Leu Thr Leu Ser Leu Glu Pro Asn Lys 

340 345 350 

lie Ser Phe Pro lie Arg Lys Gly Asp Leu Leu Gly His Trp lie Leu 

355 360 365 

Ser Thr Pro Thr Gly Glu Asn Gin His Ser lie Pro Phe Leu Ala Glu 

370 375 380 

Ser Asp lie Leu Pro Thr Leu Lys Gin Arg lie Leu Leu Met Ser Leu 
385 390 395 400 

Arg lie Leu Thr Thr Tyr Arg Thr Tyr Val Leu lie Leu Leu Phe Val 

405 410 415 

Trp lie Tyr Arg Arg Lys Lys Gin Pro Arg Ala Thr Lys Thr Phe Ser 

420 425 430 

Asn Pro Phe Phe Ser 



1615 



435 



(2) INFORMATIONS POUR LA SEQ ID NO: 912: 

(i) C ARACTERI STI QUES DE LA SEQUENCE: 

(A) LONGUEUR: 151 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(Viii) POSITION DANS LE GENOME: 893356 .. 893808 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 912: 
Gin lie Thr Leu Glu Lys Gly. Glu Thr Ala Val Ser Leu Asp Phe Leu 
Glu Asp Phe Phe Lg Arg Ser He Thr Asn His Asn Thr Ala Phe Pro 
Glu Gly Phe Leu Asp lie Ser Asp Val Leu Ala Arg Ser Ala Leu Asp 
Phe Lys Ala Glu Glu Leu Ala Asp Ser Ala Val Asn Asp Phe lie Val 
Ser flu Ser Ser Asp Lys Leu Thr Leu Phe Asn Thr Asn Phe Ala Val 
Trp Leu Val Pro Thr IL Val Asp Gly Glu Ala He Thr Arg Gly Tyr 
He Ala Leu Asn lln Gly Glu Glu Phe Ser Pro Glu Leu Thr Phe Glu 

Ala ser Gly Lys Tyr Asn Asn Ser III Leu He Leu Glu Ala Leu Arg 

115 



Arg Tyr III Cys Asp He Gin Asp Thr Glu Lys Glu III Arg Ala Leu 

oc 14 U 

130 13b 
Arg Pro Pro Ser lie Asp Gly 

145 I 50 

(2) INFORMATIONS POUR LA SEQ ID NO: 913: 

(i) C ARACTERI STI QUES DE LA ^ SEQUENCE : 

(A) LONGUEUR: 89 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 893 643 893 9 09 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 913: 

Gin Asn Thr Arg Trp Met Phe Leu lie Met Arg Glu Leu T*r Thr Gin 

5 ^- 
Met Leu ser Leu Ser Leu Tyr Thr Gin Asn Leu Thr Thr His Ser Leu 

lie Tyr Pro Ser He Glu Gly Gly Arg Lys Ala Arg Asn ser Phe Ser 
35 40 
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Val Ser Trp lie Ser His Lys Tyr Leu Arg Asn Ala Ser Lys lie Lys 

50 55 60 

Leu Glu Leu Leu Tyr Phe Pro Asp Ala Ser Lys Val Asn Ser Gly Glu 
65 70 75 80 

Asn Ser Ser Pro Trp Phe Lys Ala Met 
85 



(2) INFORMATIONS POUR LA SEQ ID NO: 914: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 146 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 893821 .. 894258 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 914: 



Met 


Thr 


Phe 


Ser 


Glu 


Gly 


Glu 


Gin 


Val 


Phe 


Pro 


Ala 


Thr 


Leu 


Gin 


Asp 


1 








5 










10 










15 




Leu 


Tyr 


Pro 


Met 


Leu 


Asp 


Phe 


Val 


Lys 


Arg 


Ala 


Gly 


Val 


His 


Cys 


Asn 






20 










25 










30 






Cys 


Thr 


Gin 


Lys 


Lys 


Leu 


Ser 


Lys 


Leu 


Glu 


Leu 


Ala 


Cys 


Glu 


Glu 


Leu 






35 










40 










45 








Leu 


Leu 


Asn 


He 


He 


Thr 


His 


Ala 


Tyr 


Lys 


Gly 


Leu 


Pro 


Ser 


Thr 


Gly 




50 










55 










60 










Trp 


He 


Arg 


He 


Leu 


Cys 


Thr 


Glu 


Thr 


Pro 


Asp 


Ala 


Leu 


Leu 


Val 


Arg 


65 










70 










75 










80 


He 


Thr 


Asp 


His 


Gly 


Pro 


Ala 


Phe 


Asn 


Pro 


He 


Thr 


Ala 


Ser 


Pro 


Asp 










85 










90 










95 




He 


Met 


Arg 


Leu 


Asp 


Leu 


Pro 


He 


Glu 


Gin 


Arg 


Arg 


He 


Gly 


Gly 


Leu 








100 










105 










110 






Gly 


He 


Phe 


Leu 


Ala 


Lys 


Tyr 


Ser 


Val 


Asp 


Val 


Phe 


Asp 


Tyr 


Glu 


Arg 




115 










120 










125 








Val 


Asn 


Asp 


Thr 


Asn 


Val 


Val 


Thr 


Leu 


Thr 


Leu 


Tyr 


Thr 


Lys 


Pro 


His 




130 










135 










140 










Asn 


Ser 































145 



(2) INFORMATIONS POUR LA SEQ ID NO : 915: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 177 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 894248 .. 894778 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 915: 

Ser Ala Cys Gly Tyr Thr Val Leu Ser Pro His Tyr Val Glu Lys Lys 



1617 



5 1° 15 

Phe Ser Leu Ser Glu Gly He Tyr Val Cys Pro He Glu Gly Asp Ser 

Leu Gly Asp Leu Val Ser Ser Leu Ser Tyr Glu Leu Glu Lys Arg Gly 

L eu His Tnr Arg ser Gin Gly Thr Ser Ser Gly Tyr Val Leu Lys Val 

ser Leu Phe Asn Glu Thr Tyr Glu Asn He Gly Phe Ala Tyr Thr Pro 

"n Lys Pro Asp Glu lys Pro Val Lys His Phe He Val Ser Asn Glu 

Gly Arg Leu Ala Leu Ser Ala Lys Val Gin Leu He Lys Asn Arg Thr 



Gin Glu He III Val Glu Lys cys Leu Arg Lys Ser Val Thr Phe Asp 



Phe Gin III Asp Leu Gly Thr Tla Asn Ala His Gin Leu Ala Leu Gly 



120 



125 



135 



140 



Gin III Glu Met His Asn Glu Ala He Lys Ser Ala Ser Arg He Leu 



160 

145 „, aia riu Thr He Val Gin Gin Val Tyr Tyr Asp Leu 

Tyr Ser Gin Leu Ala Giu inr ub vcu. 

Phe 



(2) INFORMATIONS POUR LA SEQ ID NO : 916: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 281 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement (895050 .. 895892) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 916: 
Thr Lys Ala He Arg Asp Leu Thr Asn Ser Leu Phe Leu Phe Tyr Asp 
Lp Ala Leu Leu Leu Leu Ser Leu Arg Leu Ala Met Lys Val He Leu 
Arg Ala Leu Cys Leu Phe Leu Val Leu Pro Cys Gly Cys Tyr Ala Arg 



Val Pro Ser Phe Glu Pro Phe Arg Gly Ala He Ala Pro Asn Arg Tyr 



55 60 



lie Pro Lys His Ser Pro Glu Leu Tyr Phe Glu Met Gly Asp Lys Tyr 
Phe Gin Ala Lys Lys Phe Lys Gin Ala Leu Leu Cys Phe Gly Met lie 



Thr His His Phe Pro Glu His Ala Leu His Pro Lys Ala Gin Phe Leu 

1 00 105 
Val Gly Leu Cys Tyr Leu Glu Met Gly His Pro Asp Leu Ala Asp Lys 

Ala Leu III Gin Tyr Gin Glu III Ala Asp Thr Glu Tyr Ser Glu Gin 

13 5 14U 
L eu III Ala lie Lys Tyr Ser He Ala Gin Ser Phe Ala Asn Gly 
145 I 50 155 



1618 



Arg 


Lys 


Asn 


He 


Val 


Pro 


Leu 


Glu 


Gly 


Phe 


Pro 


Lys 


Leu 


Leu 


Lys 


Ala 






165 










17 0 










175 




Asp 


Thr 


Asp 


Ala 


Leu 


Arg 


He 


Phe 


Glu 


Glu 


He 


Val 


Thr 


Ala 


Ser 


Ser 






180 










185 










190 






Asp 


Ala 


Asp 


Leu 


Lvs 


Ala 


Ser 


Ala 


Leu 


Tyr 


Ala 


Lys 


Gly Ala 


Leu 


Leu 






195 










200 










205 








Phe 


Asp 
210 


Arg 


Lys 


GlU 


Tyr 


Ser 
215 


Glu 


Ala 


He 


Lys 


Thr 
220 


Leu 


Lys 


Lys 


Val 


Ser 


Leu 


Gin 


Phe 


Pro 


Ser 


His 


Ser 


Leu 


Ser 


Pro 


Glu 


Ser 


Phe 


Thr 


Leu 


225 










230 










235 










240 


He 


Ala 


Lys 


He 


His 


Cys 


Leu 


Gin 


Ala 


Leu 


Gin 


GlU 


Pro 


Tyr 


Asn 


Glu 








245 










250 










255 




Gin 


Tyr 


Leu 


Gin 


Asp 


Ala 


Arg 


Met 


Lys 


Gin 


Gin 


Leu 


Tyr 


Val 


Asn 


Asn 






260 










265 










270 






Thr 


Leu 


He 


He 


Leu 


Ala 


He 


Gin 


Lys 

















275 280 



(2) INFORMATIONS POUR LA SEQ ID NO : 917: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 293 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 895951 .. 89 6829 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 917: 



Lys 


Gly 


Trp 


Val 


Met 


Lys 


Lys 


Val 


Val 


Phe 


He 


Ala 


Ala 


He 


Phe 


Ser 


1 








5 










10 










15 




Ser 


He 


Val 


Phe 


Trp 


Asp 


Lys 


He 


Pro 


Tyr 


Ser 


His 


Arg 


He 


Lys 


Gin 








20 










25 










30 






Phe 


Ala 


Met 


Asp 


Tyr 


Gly 


He 


Glu 


Leu 


Val 


Glu 


Lys 


Ser 


Ser 


Gin 


Leu 






35 










40 










45 








Val 


Arg 


Lys 


He 


Ser 


Gly 


Asn 


Glu 


Arg 


Leu 


Cys 


Val 


Phe 


Glu 


Arg 


Arg 




50 










55 










60 










Val 


Ser 


Glu 


Glu 


Gin 


Val 


Leu 


Ala 


Met 


Phe 


Ala 


Lys 


Asp 


Lys 


Ala 


Ser 


65 










70 










75 










80 


Ala 


Glu 


Leu 


Leu 


Phe 


Val 


Pro 


His 


Val 


Leu 


Met 


Arg 


Val 


Arg 


Phe 


Ser 










85 










90 










95 




Gly 


Glu 


Glu 


Asp 


Lys 


Arg 


Ala 


Gly 


Ser 


His 


Glu 


Gly 


Ala 


Met 


Leu 


Trp 








100 










105 










110 






Ser 


Leu 


Ser 


Asn 


Gly 


Glu 


Met 


Val 


Leu 


Asn 


Thr 


Gly 


Ser 


Trp 


Thr 


Tyr 






115 










120 










125 








Ser 


Lys 


Gly 


Phe 


Arg 


Glu 


Cys 


Leu 


Met 


Leu 


Lys 


Ala 


Gly 


Lys 


Gin 


Asp 




130 










135 










140 










Val 


Gin 


Leu 


Met 


Gin 


Val 


Leu 


Ala 


Gly 


Met 


Gly 


Gly 


Ser 


Ala 


Ser 


Arg 


145 










150 










155 










160 


Glu 


Val 


Leu 


Ser 


Gin 


Ala 


Leu 


Ser 


Met 


Arg 


Asn 


Val 


Arg 


Ala 


Asp 


Arg 










165 










170 










175 




Val 


He 


Arg 


Ala 


Cys 


Gin 


Lys 


Lys 


Lys 


Leu 


He 


Phe 


Thr 


His 


Asp 


Asn 








180 










185 










190 






Leu 


He 


Tyr 


Ser 


His 


Phe 


Gin 


Gin 


Pro 


Gin 


Pro 


He 


Lys 


Gly 


Cys 


Met 






195 










200 










205 








Thr 


Val 


Phe 


Asn 


Ser 


Ser 


Pro 


Val 


Trp 


Leu 


Ala 


Lys 


Pro 


Lys 


Gly 


Ser 



1619 



Thr III Cys Ser Val Val Tyr Pro Glu Asp Arg He Gin Asn Leu Val 

III Met lie Phe Gly Asp Asn Phe Phe lie Leu Ser Ser Glu Gin He 

245 

His Val Pro Val Tyr Lys Val Ser lie Ala Ala Ser Asp Ser Ser Val 
Arg Val Glu T^ He Asn Ala He Thr Gly Lys Pro Phe Asp Phe Ala 



275 280 
Pro Thr Tyr Cys Lys 
290 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 1240 acides amines 

(B) TYPE: acide amin6 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement (897064 .. 900783 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 918: 
Arg Ala Val Leu Thr Trp He Pro Leu His Cys His Ser Gin Tyr Ser 
lie Leu Asp Ala Thr Cys Ser He Lys Lys Phe Val Ala Lys Ala Val 
Glu Tyr Gin fie Pro Ala Leu Ala Leu Thr Asp His Gly Asn Leu Phe 
Gly Ala 111 Glu Phe Tyr Lys Thr Cys Lys Gin Asn Ala He Lys Pro 
lie He Gly Cys Glu Leu T^r Val Ala Pro Ser Ser Arg Phe Asp Lys 
Lys L ys Glu Arg Lys Ser Arg Val Ala Asn His Leu He Leu Leu Cys 
Lys Asp Glu Glu Gly Tyr Arg Asn Leu Cys Leu Leu Ser Ser Leu Ala 



Tyr Thr Glu III Phe Tyr Tyr Val Pro Arg He Asp Arg Asp Leu Leu 

ni c 120 12b 

ser Gin His Ser Lys Gly Leu He Cys Leu Ser Ala Cys Leu Ser Gly 



Ser Va°i Ala Gin Ala Ala Leu Glu Ser Glu Glu Asp Leu Glu Lys Asp 



135 



150 



155 



HI Leu Trp Tyr Gin Asp Leu Phe Gin Glu Asp Phe Phe Ser Glu Val 

Gin Leu His Lys III Ser Glu Glu Lys Val Ala Leu Phe Glu Glu Ala 

1 80 185 
Trp Leu Lys Gin Asn Tyr Tyr Gin Phe He Glu Lys Gin Leu Lys Val 

Asn Glu Ala Val Leu Ala Thr Ser Lys Arg Leu Gly He Pro Ser Val 

Ala Thr Asn Asp He His T^r Leu Asn Pro Asp Asp Trp Leu Ala His 



III val Leu Leu Asn III Gin Ser Arg Glu Pro He Arg Thr Ala Lys 

245 250 
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Gin Asn Thr Tyr 
260 

Glu Phe Tyr Phe 
275 

His Pro Glu Thr 
290 

Leu Glu Leu Asp 
305 

Ala Leu Gin Lys 

Ser Ser Ala Phe 
340 

Tyr Thr Pro Glu 
355 

Asp Pro Leu Thr 
370 

lie lie Ser Lys 
385 

lie Asn Trp Ala 

Ser Gly Ala Gly 
420 

Glu Pro lie Arg 
435 

Arg lie Ser Tyr 
450 

Glu Arg Val lie 
465 

Ala Gin lie lie 

Asp Val Gly Arg 
500 

Ala Lys His lie 
515 

Ala Asp Pro Glu 
530 

Glu Val lie Asp 
545 

Gly Val His Ala 

His lie Pro lie 
580 

Tyr Ser Met Lys 
595 

Leu Gly Leu Lys 
610 

Tyr Lys Lys Thr 
625 

Asp Gin Asn Thr 

Phe Gin Met Glu 
660 

Pro Asp Ala Phe 
675 

Gly Pro Met Asp 
690 

Glu Asn lie Glu 
705 

Thr Phe Gly lie 



lie Pro Asn Pro 

Lys Ser Pro Gin 
280 

lie Thr Asn Thr 
295 

Phe Glu Thr Lys 
310 

Lys Gly Ser Tyr 
325 

Leu Glu Glu Leu 

Leu Leu Gly His 
360 

Leu Val Lys Glu 
375 

Gly Met Cys Asp 
390 

Lys Asp His Gly 
405 

Ser Val Met Leu 

Phe Asp Leu Phe 
440 

Pro Asp lie Asp 
455 

Asn Tyr Ala lie 
470 

Thr Phe Gly Thr 
485 

Thr Leu Asp Thr 

Pro Asp Leu Asn 
520 

Leu Lys Gin Leu 
535 

Met Ala Lys Lys 
550 

Ala Gly Val lie 
565 

Cys Val Pro Lys 

Pro Val Glu Ser 
600 

Thr Leu Thr Gly 
615 

Gly lie Leu Leu 
630 

Phe Ser Leu Leu 
645 

Ser Arg Gly Met 

Glu Glu He He 
680 

Met He Pro Ser 
695 

Xaa Asp His Pro 
710 

Met Val Tyr Gin 



Lys Arg Lys Thr 
265 

Glu Met Ala Glu 

Cys He Val Ala 
300 

His Tyr Pro He 
315 

Thr Glu Glu Glu 
330 

Cys Glu Gin Gly 
345 

He Ala Lys Lys 

Arg Leu Lys Leu 
380 

Tyr Leu Leu He 
395 

He Pro Val Gly 
410 

Phe Leu Leu Gly 
425 

Phe Glu Arg Phe 

He Asp He Cys 
460 

Glu Arg His Gly 
475 

Met Lys Ala Lys 
490 

Pro Leu Ala Lys 
505 

Ala Thr He Thr 

Tyr Val Asp Asp 
540 

Leu Glu Gly Ser 
555 

He Cys Gly Asp 
570 

Asp Ser Ser Met 
585 

Val Gly Met Leu 

He His He Ala 
620 

Arg Ala Ala Thr 
635 

His Gin Gly Lys 
650 

Gin Asp Leu Ala 
665 

Ala He Gly Ala 

Phe He Asn Arg 
700 

Leu Met Glu Pro 
715 

Glu Gin Val Met 



Tyr Pro Ser Arg 
270 

Leu Phe Ala Ala 
285 

Glu Arg Cys His 

Tyr Val Pro Glu 
320 

Arg Tyr Lys Ala 
335 

Leu Thr Ser Lys 
350 

Phe Pro Gly Glu 
365 

Glu Ser Ser He 

Val Trp Asp He 
400 

Pro Gly Arg Gly 
415 

He Thr Glu He 
430 

He Asn Pro Glu 
445 

Met He Gly Arg 

Lys Asp Asn Val 
480 

Met Xaa He Lys 
495 

Val Asn Phe He 
510 

Ser Ala Leu Glu 
525 

Ala Glu Ala Ala 

He Arg Asn Thr 
560 

Pro Leu Thr Asn 
575 

He Ser Thr Gin 
590 

Lys Val Asp Phe 
605 

Thr Gin Ala He 

He Pro Leu Asp 
640 

Thr Met Gly He 
655 

Lys Asn Leu Arg 
670 

Leu Tyr Arg Pro 
685 

Lys His Gly Lys 

He Leu Lys Glu 
720 

Gin He Ala Gly 
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730 735 



Ser Leu Ala Lys Tyr Ser Leu Gly Glu G~ly Asp Val Leu Arg Arg Ala 

740 745 
Met Gly Lys Lys Asp His Glu Gin Met Val Lys Glu Arg Glu Lys Phe 

cys ser III Ala Ala Ala Asn lly He Asp Pro Ser He Ala Thr Thr 



lie III Asp Lys Met Glu Lys Phe Ala Ser Tyr Gly Phe Asn Lys Ser 



775 



795 



III Ala Ala Ala Tyr Gly Leu He Thr Tyr Thr Thr Ala Tyr Leu Lys 

8 1 U 



805 

Ala Asn Tyr Pro Lys Glu Trp Leu Ala Ala Leu Leu Thr cys Asp Tyr 

ft90 825 
Asp Asp lie Glu Lys Val Gly Lys Leu He Gin Glu Ala His Ser Met 



A sn lie III Val Leu Pro Pro Asp He Asn Glu Ser Gly Gin Asp Phe 



840 



855 



860 



Glu Ala Thr Gin Glu Gly He Arg Phe ser Leu Gly Ala Val Lys Gly 



val Gly Met Ser He Val Asp Ser He Val Glu Glu Arg Glu Lys Asn 



870 



885 — ~ 

Gly Pro Tyr Lys Ser Leu Gin Asp Phe Val Gin Arg Ala Asp Phe Lys 

Lys Val Thr Lys Lys Gin Leu Glu Asn Leu Val Asp Ala Gly Thr Phe 

Asp Cys III Glu Pro Asn Lys Asp Leu Ala Leu Ala He Leu Asn Asp 



890 



Leu Tyr Asp Thr Phe Phe Arg Glu Lys Lys Glu Ala Ala Thr Gly Val 

III Thr Phe Phe Ser III Asp Ser Met Xaa Arg Asp Pro Val Lys He 

Thr Val Xaa Pro III Asn Val He Gin Arg Ser Pro Lys Glu Leu Leu 

Lys Arg Glu Lys Glu Leu Leu Xaa val Tyr Leu Thr AlaHis Pro Met 

Asp Ala Val Glu His Met Leu Pr^Phe Leu Ser Val Val Pro Ala Arg 

1015 luzu 
Asp Phe Glu Gly Leu Prodis Gly Thr He il-Arg Thr Val Phe Le^ 

i°i 2 e 5 As P Lys Val Thr Th'Ays He Ser Ser Ala Glu Gin Lys Lys Phe 

1045 1050 
Ala Leu Leu Gin Val Ser Asp Glu Val Asp Ser Tyr Glu Leu Pro He 

1060 1065 xu/u 

Trp Ala Asp Met Tyr Ala Glu Tyr^His Asp Leu Leu oiuGlu Asp Arg 

Leu He Ty^Ala He Leu Al^H^Asp Arg Arg Ser^Asp Ser Leu Arg 

Leu ser°cy S Arg Trp Met^Asp Leu Ser Th^Val Asn Asp Ser Va^ 

llfAla Glu cys Asp G^Va! Tyr Asp Arg Leu Lys Ser Gin Lys Val 

1125 1130 
Tyr ser Ser Thr Lys Lys Ser Thr Gly^Ala Gin Ser Ser Ala^Met He 

Lys Lys val GluVr Arg Glu ^J^*™ Val ^ M ^ 

Leu Asn Lys'Leu Arg His Ser H^Leu Phe He Leu Lys Gly Leu He 

1170 H75 H 80 

Arg LysV ser Gly Ser Gin Ala Leu Ser Leu Val Phe Thr Lys Asp 

1185 119° 1195 
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Asn Gin Arg Phe Ala Ser lie Ser Pro Asp Ala Asp Phe Phe Val Thr 

1205 1210 1215 

Asp Asp lie Ser Ser Leu Leu Gin Glu lie Glu Ala Thr Asn lie Pro 

1220 1225 1230 

Ala Arg Val Leu Ala Thr Thr Val 
1235 1240 



(2) INFORMATIONS POUR LA SEQ ID NO : 919: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 414 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 900791 .. 902032 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 919: 

Leu Phe Phe Tyr Phe Thr Arg Lys Ser Xaa Xaa Phe Ala Met Pro Thr 

1 5 10 15 

Leu lie Ala Asp Leu Gly Phe Asp Lys Ala Gin Leu Gly lie lie Gly 

20 25 30 

Ser Thr Leu Tyr lie Thr Tyr Gly lie Ser Lys Phe Val Ser Gly Val 

35 40 45 

Met Ser Asp Gin Ser Asn Pro Arg Tyr Phe Met Ala lie Gly Leu lie 

50 55 60 

lie Thr Gly lie Ser Asn lie Phe Phe Gly Leu Ser Ser Thr lie Pro 
65 70 75 80 

Leu Phe Val Leu Phe Trp Gly lie Asn Gly Trp Phe Gin Gly Trp Gly 

85 90 95 

Trp Pro Pro Cys Ala Arg Leu Leu Thr His Trp Tyr Ser Lys Ser Glu 

100 105 110 

Arg Gly Thr Trp Trp Ser Val Trp Ser Thr Ser His Asn lie Gly Gly 

115 120 125 

Ala Leu lie Pro Val Leu Thr Gly Val Ala lie Asp Tyr Thr Gly Trp 

130 135 140 

Arg Gly Val Met Phe lie Pro Gly lie lie Cys lie lie Met Gly Phe 
145 150 155 160 

lie Leu lie Asp Arg Leu Arg Asp Thr Pro Gin Ser Leu Gly Leu Pro 

165 170 175 

Ala lie Glu Lys Phe Arg Lys Glu Glu Asp Ala His Pro His Glu Glu 

180 185 190 

Thr Thr Ala Asp lie Leu Glu Glu Glu Ala Glu Arg Glu Leu Ser Thr 

195 200 205 

Lys Glu lie Leu Phe Thr Tyr Val Leu Ser Asn Lys Trp Leu Trp Phe 

210 215 220 

Leu Ser Phe Ala Ser Phe Phe lie Tyr Val Val Arg Met Ala Val Asn 
225 230 235 240 

Asp Trp Ser Ala Leu Tyr Leu lie Glu Thr Lys Asp Tyr Ser Thr Val 

245 250 255 

Lys Ala Asn Leu Cys Val Ser Leu Phe Glu lie Gly Gly Leu Phe Gly 

260 265 270 

Met Leu Leu Ala Gly Trp Leu Ser Asp Thr lie Ser Lys Gly Lys Arg 

275 280 285 

Gly Pro Met Asn Val Val Phe Ser Leu Gly Leu Leu Val Ser lie Leu 
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295 300 



Oly Leu Trp Gly Thr Arg Asp Tyr Phe Val Trp Trp He Asp oly Thr 

c 310 -51b 

III Leu Phe lie He Gly Phe Phe Leu Phe Gly Pro Gin Met Met He 

Gly Leu Ala Ala Ala Glu Leu Ser His lys Lys Ala Ala Gly Thr Ala 

Ser Gly Phe Thr Gly Trp Phe Ala Tyr Phe Gly Ala Ala Phe Ala Gly 

Tyr Pro III Gly Lys Val Ala Gin Asp Trp Gly Trp His Gly Phe Phe 

Val Tla Leu Leu Ala Cys All Leu He Ala Leu He Leu Phe Leu Pro 



Tta Trp Asn Ala Ser Glu Gin Ser Leu Arg Lys His ser His 

- 410 



405 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) C ARAC TER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 400 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 902677 . . 90387 6 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 920: 

Trp Lys Arg Val Glu His Ala Ala His Arg He Cys Asn Leu Tyr Gly 
Phe Asp Glu lie Lg Thr Pro Val Phe g!u Lys Thr Glu Thr Phe Leu 
Arg Val Gly Su His Ser Asp lie Jal Lys Lys Glu Val Tyr Thr Xaa 



40 



Leu Asp Lys Lys Gly Arg Ser Leu Thr Leu Arg Pro Glu Gly Thr Ala 
Ala val Val Arg Ala Leu Leu Asp His Ser Ala Asp Met Arg Lys Asp 
L Lys Phe Tyr Tyr Tie Leu Pro Met Phe Arg Tyr Glu Arg Xaa Gin 

m« u^c uic rin Phe Glv Leu Glu Ala He Gly 
Ser Gly Arg Tyr Arg Gin His His Gin Fne u« 

100 1° 5 
Val Arg His Pro Leu Arg Asp Ala Glu Val Leu Ser Leu Leu Trp Asp 

135 140 
Leu Gly Gly Gin Lys Thr Arg Ala Arg Tyr Asp Glu Ala Leu Arg Glu 

Phe Phe Arg Lys Asp Leu Asp Arg Leu Ser Pro Leu Ser Gin Glu Arg 

Tyr His Ala Asn Leu Leu Arg He Leu Asp ser Lys Glu Pro Glu Asp 
180 185 



115 120 



Phe Tyr Ala Ala Val Gly Leu Gin His Met Gin lie His Val Asn Phe 



Gin Glu Phe He Glu Lys Ala Pro Ser He Leu Asp Tyr He Asp Asp 

1QC 200 

Arg Asp Leu Ser Tyr Phe Asp Ala Val Leu Ala Gin Leu Lys Ala Leu 
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Gly 


He 


Pro 


Phe 


Ala 


He 


Asn 


Pro 


Arg 


Leu 


Val 


Arg 


Gly 


Leu 


Asp 


Tyr 


225 










230 










235 










240 


Tyr 


Thr 


Asp 


Leu 


Val 


Phe 


Glu 


Ala 


Val 


Thr 


Val 


Val 


Gly Glu Arg 


Ser 






245 










250 










255 




Tyr 


Ala 


Leu 


Glv 


Glv 

J; 


Gly Gly 


Arg 


Tyr 


Asp 


Glu 


Leu 


Val 


Ala 


Gin 


Ser 






260 










265 










270 






Gly Gly 


Pro 


Ser 


Met 


Pro 


Ala 


Phe 


Gly 


Phe 


Gly Val 


Gly 


Leu 


Glu 


Arg 






275 










280 










285 








Val 


He 
290 


Gin 


Thr 


Leu 


Leu 


Glu 
295 


Gin 


Gly 


Asn 


Ser 


Leu 
300 


Ser 


Thr 


Ser 


Thr 


Arg 


Arg 


Leu. 


Arg 


Leu 


He 


Pro 


Met 


Asp 


Glu 


Gin 


Ala Asp 


Ala 


Phe 


Cys 


305 








310 










315 










320 


Phe 


Ser 


Trp 


Ala 


Asn 


Arg 


Leu 


Arg 


Asn 


Leu 


Gly 


He 


Ala 


Thr 


Glu 


Val 








325 










330 










335 




Asp 


Trp 


Ser 


His 


Lys 


Lys 


Pro 


Lys 


Leu 


Ser 


Leu 


Lys 


Asp 


Ala 


Ala 


Asp 




340 










345 










350 






Gin 


Gin 


Val 
355 


Ser 


Phe 


Val 


Cys 


Leu 
360 


Leu 


Gly 


Glu 


Gin 


Glu 
365 


Leu 


Ala 


Thr 


Lys 


Gin 


Phe 


He 


Val 


Lys 


Asp 


Met 


Ser 


Leu 


His 


Gin 


Ser 


Phe 


Ser 


Gly 


370 










375 










380 










Ala 


Gin 


Gin 


Asp 


Val 


Glu 


Gin 


Arg 


Leu 


Val 


Tyr 


Glu 


Val 


Gin 


Asn 


Ala 


385 








390 










395 










400 



(2) INFORMATIONS POUR LA SEQ ID NO: 921: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 87 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 9 0347 1 9 0373 1 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 921: 



Ser 


Ala 


Ala 


Ser 


Leu 


Arg 


Asp 


Asn 


Leu 


Gly 


Phe 


Leu 


Trp 


Leu 


Gin 


Ser 


1 








5 










10 










15 




Thr 


Ser 


Val 


Ala 


Met 


Pro 


Arg 


Leu 


Arg 


Lys 


Arg 


Phe 


Ala 


His 


Glu 


Lys 








20 










25 










30 






Gin 


Asn 


Ala 


Ser 


Ala 


Cys 


Ser 


Ser 


He 


Gly 


He 


Asn 


Arg 


Asn 


Arg 


Arg 






35 










40 










45 








Val 


Glu 


Val 


Asp 


Lys 


Glu 


Phe 


Pro 


Cys 


Ser 


Asn 


Ser 


Val 


Trp 


He 


Thr 




50 










55 










60 










Leu 


Ser 


Asn 


Pro 


Thr 


Pro 


Lys 


Pro 


Lys 


Ala 


Gly 


He 


Glu 


Gly 


Pro 


Pro 


65 










70 










75 










80 


Asp 


Cys 


Ala 


Thr 


Asn 


Ser 


Ser 





















85 



(2) INFORMATIONS POUR LA SEQ ID NO: 922: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 582 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 903860 .. 905605 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 922: 

Met Lys Tyr Arg Thr His Lys Cys Asn Glu Leu Ser Leu Asp His Val 

Gly Glu His Val Arg Leu Ser Gly Trp Val His Arg Tyr Arg Asn His 

25 JU 



Gly Gly Val Val Phe He Asp Leu Arg Asp Arg Phe Gly He Thr Gin 

lie Val Cys Arg Gin Glu Glu Asn Pro Glu Leu His Gin Leu Met Asp 

Gin Val Arg ser Glu Trp Val Leu cys Val Glu Gly Leu Val Cys Ala 

Arg Leu Glu Gly Met llu Asn Pro Asn Leu Val Thr Gly Ser lie Glu 

85 90 
Val Glu Val Ser Ser Leu Glu Val Leu Ser Arg Ala Gin Asn Leu Pro 

Phe Ser He Ser Asp Glu His lie III Val Asn Glu Glu Leu Arg Leu 

Thr Tyr III Tyr Leu Asp Met Arg Arg Gly Asp He Leu Asp Arg Leu 

no 135 I 40 

Met Cys Arg His Lys Val Met Leu Ala Cys Arg Gin Tyr Leu Asp Glu 

III Gly Phe Thr Glu HI Val Thr Pro He Leu Gly Lys Ser Thr Pro 

Glu Gly Ala Arg As P Tyr Leu Val Pro Ser Arg He Tyr Pro Gly Asn 

180 185 
Phe Tyr Ala Leu Pro Gin Ser Pro Gin Leu Phe Lys Gin He Leu Met 

195 200 
Val Gly Gly Leu Asp Arg Tyr Phe Gin He Ala Thr Cys Phe Arg Asp 

Glu Asp Leu Arg Ala Asp III Gin Pro Glu Phe Thr Gin He Asp Met 

III Met Ser Phe Gly III Pro Glu Asp Leu Phe Pro Val Val Glu Glu 

245 250 
Leu Val Thr Arg Leu Phe Ala Val Lys Gly He Glu Leu Lys Ala Pro 

Phe Leu Arg Met Thr Tyr Gin Glu Ma Lys Asp ser Tyr Gly Thr Asp 

-> 75 280 285 

Lys Pro Asp Leu Arg Phe Ala Leu Arg Leu Lys Asn Cys Cys Glu Tyr 

tqc; 300 

290 



Ala Arg Lys Phe Thr Phe Ser He Phe Leu Asp Gin Leu Ala His Gly 
III Thr Val Lys Gly Pne Cys Val Pro Gly Gly Ala Asp Met Ser Arg 
Lys Gin Leu Asp He Tyr Thr Asp Phe Val Lys Arg Tyr Gly ser Met 



Gly Leu Val Trp He Lys Lys Gin Asp Gly Gly Val Ser Ser Asn Val 

-jcc 360 365 

Ala Lys Phe Ala Ser Glu Asp Val Phe Gin Glu Met Phe Glu Ala Phe 



370 375 380 



Glu 111 Lys Asp Gin Asp He Leu Leu Leu lie Ala Ala Pro Glu Ala 
Val Ala Asn Gin Ala III Asp His Leu Arg Arg Leu He Ala Lys Glu 
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Arg 


jLn 


Leu 


±"yr 


Asp 


Ser 


Thr 


Gin 


TVr 


Asn 


Phe 


Val 


Trn 


He 


Thr 


Asp 








49 n 










425 










430 








Pro 


Leu 




nla 








Gly 


Glu 


Leu 


Cys 


Pro 


Glu 


His 


His 






47 ^ 










440 










445 








Pro 


Fne 


Thr 




Pro 


Leu 


/lop 


VjIU 


7S en 


He 


Ser 


Leu 


Leu 


Asp 


Ser 


Asp 




4 ^ n 

*± D U 










455 










460 










Pro 


File 


Ala 


val 


Arg 


ser 


Cqv 




•TH rv- 

ryr 


Asp 


Leu 


Val 


Leu 


Asn 


Gly 


Tyr 


/ r c 










47 0 
1 / w 










475 










480 


GJ.U 




Ala 


Ser 










Tip 


His 


Asn 


Pro 


Asp 


Leu 


Gin 


Asn 










4ft ^ 










490 










495 




Lys 


lie 




TV 1 ^ 

A±a 


i_J t= LA 


Leu 


Lys 


Leu 


Ser 


Gin 


Glu 


Ser 


Val 


Lvs 


GlU 


Lys 






500 










505 










510 






Phe 


Gly 


Phe 


Phe 


He 


Asp 


Ala 


Leu 


Ser 


Phe 


Gly 


Thr 


Pro 


Pro 


His 


Leu 




515 










520 










525 








Gly 


He 


Ala 


Leu 


Gly 


Leu 


Asp 


Arg 


He 


Met 


Met 


Val 


Leu 


Thr 


Gly Ala 




530 










53 5 










540 










Glu 


Thr 


He 


Arg 


Glu 


Val 


lie 


Ala 


Phe 


Pro 


Lys 


Thr 


Gin 


Lys 


Ala 


Gly 


545 










550 










555 










560 


Asp 


Leu 


Met 


Met 


Ser 


Ala 


Pro 


Ser 


Glu 


He 


Leu 


Pro 


He 


Gin 


Leu 


Lys 








565 










570 










575 




Glu 


Leu 


Gly 


Leu 


Lys 


Leu 























580 



(2) INFORMATIONS POUR LA SEQ ID NO: 923: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 243 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME: 9 0574 6 9 06474 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 923: 



Met 


Lys 


Asn 


He 


Leu 


Ser 


Trp 


Met 


Leu 


Met 


Phe 


Ala 


Val 


Ala 


Leu 


Pro 


1 






5 










10 










15 




He 


Val 


Gly 


Cys 
20 


Asp 


Asn 


Gly 


Gly 


Gly 
25 


Ser 


Gin 


Thr 


Ser 


Ala 
30 


Thr 


Glu 


Lys 


Ser 


Met 


Val 


Glu 


Asp 


Ser 


Ala 


Leu 


Thr 


Asp 


Asn 


Gin 


Lys 


Leu 


Ser 




35 










40 










45 








Arg 


Thr 
50 


Phe 


Gly 


His 


Leu 


Leu 
55 


Ala 


Arg 


Gin 


Leu 


Ser 
60 


Arg 


Thr 


Glu 


Asp 


Phe 


Ser 


Leu 


Asp 


Leu 


Val 


Glu 


Val 


He 


Lys 


Gly 


Met 


Gin 


Ser 


Glu 


He 


65 










70 










75 










80 


Asp 


Gly 


Gin 


Ser 


Ala 


Pro 


Leu 


Thr 


Asp 


Thr 


Glu 


Tyr 


Glu 


Lys 


Gin 


Met 






85 










90 










95 




Ala 


Glu 


Val 


Gin 
100 


Lys 


Ala 


Ser 


Phe 


Glu 
105 


Ala 


Lys 


Cys 


Ser 


Glu 
110 


Asn 


Leu 


Ala 


Ser 


Ala 


Glu 


Glu 


Phe 


Leu 


Lys 


Glu 


Asn 


Lys 


Glu 


Lys 


Ala Gly Val 






115 










120 










125 








He 


Glu 
130 


Leu 


Glu 


Pro 


Asn 


Lys 
135 


Leu 


Gin 


Tyr 


Arg 


Val 
140 


Val 


Lys 


Glu 


Gly 


Thr 


Gly 


Arg 


Ala 


Leu 


Ser 


Gly 


Lys 


Pro 


Thr 


Ala 


Leu 


Leu 


His 


Tyr 


Thr 


145 








150 










155 










160 


Gly 


Ser 


Phe 


He 


Asp 


Gly 


Lys 


Asp 


Phe 


Asp 


Ser 


Ser 


Glu 


Lys 


Asn 


Lys 
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Ala Ala lie Leu III Pro Leu Thr Lys vll lie Pro Gly Phe Ser Gin 
180 l* 5 190 



Gly Met Gin Gly Met Lys Glu Gly Glu Val Arg Val Leu Tyr He His 
Pro Asp Leu Ala Tyr Gly Thr Ala Gly Gin Leu Pro Pro Asn Ser Leu 



Leu lie Phe Glu Val Xaa Leu He Glu Ala Asn Asp Asp Asn Val Ser 
225 230 235 

Val Thr Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 924: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 119 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 9 06589 .. 9 06945 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 924: 
Pro Leu Gly Phe Ser Leu Ala Asp Lys Phe Val Lys Arg Ala Gly Met 
Lp Tyr Trp Glu Lg Leu Ser Leu Ser val Val Asp Ser Leu Glu Glu 



Ala Leu Leu G^y Val Pro Lys Glu Arg He Phe Cys Leu Thr Thr Lys 



Gly ser Ser Tyr Tyr Gly Glu Irg Glu Leu Pro Leu Asp Gly Thr Tyr 



He Pne Gly Ala Glu Ser Lys Gly Leu Ser Gin ihr Val Leu Asp Ala 



60 



Sr Ser Ser Gin Cys leu Tyr He Pro Met lie Glu Gly Thr Arg Ser 



75 



Leu Asn Leu Ala Thr Ser Val Gly He Val Met Tyr Glu Val Ala Arg 

100 105 11° 

Gin Asn Tyr Lys Thr Leu Phe 
115 



(2) INFORMATIONS POUR LA SEQ ID NO : 925: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 102 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 907 001 9073 06 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 925: 
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Met 


Val 


Gin 


Val 


Val 


Ser 


Gin 


Glu 


Asn 


Phe 


Ala 


Asp 


Ser 


He 


Ala 


Ser 


1 








5 










10 










15 




Glv 


Leu 


Val 


Leu 


He 


Asp 


Phe 


Phe 


Ala 


Glu 


Trp 


Xaa 


Gly 


Pro 


Cys 


Lys 






20 










25 










30 






Met 


Leu 


Thr 
35 


Pro 


Val 


Leu 


Glu 


Ala 
40 


Leu 


Ala 


Ala 


Glu 


Leu 
45 


Pro 


His 


Val 


Thr 


He 
50 


Leu 


Lys 


Val 


Asp 


He 
55 


Asp 


Ser 


Ser 


Pro 


Arg 
60 


Pro 


Ala 


Glu 


Gin 


Tyr 


Ser 


Val 


Ser 


Ser 


He 


Pro 


Thr 


Leu 


He 


Leu 


Phe 


Lys 


Asp 


Gly 


Lys 


65 










70 










75 










80 


Glu 


Val 


Glu 


Arg 


Ser 
85 


Val 


Gly 


Leu 


Lys 


Asp 
90 


Lys 


Asp 


Ser 


Leu 


He 
95 


Lys 


Leu 


He 


Ser 


Lys 
100 


His 


Gin 























(2) INFORMATIONS POUR LA SEQ ID NO : 926: 

(i) C ARAC TER I ST I QUE S DE LA SEQUENCE : 

(A) LONGUEUR: 214 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 908101 .. 908742 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 926: 



Gin 


Arg 


Thr 


Cys 


Phe 


Xaa 


Xaa 


Glu 


Gin 


Ser 


Leu 


Arg 


Leu 


Ser 


Pro 


Val 


1 






5 










10 










15 




Val 


Phe 


Val 


Arg 


Asp 


Lys 


He 


He 


Phe 


Lys 


Ser 


Thr 


Glu 


Asp 


Ala 


He 








20 










25 










30 






Gin 


Leu 


Leu 


Glu 


Ala 


Asp 


Lys 


Lys 


He 


Trp 


Arg 


Glu 


Thr 


Glu 


He 


Gin 






35 










40 










45 








He 


Ser 


Ser 


Gly 


Lys 


Pro 


Glu 


Val 


Asn 


Glu 


Gin 


Thr 


Lys 


Arg 


He 


Tyr 




50 










55 










60 










He 


Cys 


Pro 


Phe 


Thr 


Gly 


Lys 


Val 


Phe 


Ala 


Asp 


Asn 


Val 


Tyr 


Ala 


Asn 


65 










70 










75 










80 


Pro 


Gin 


Asp 


Ala 


He 


Tyr 


Asp 


Trp 


Leu 


Ser 


Ser 


Cys 


Pro 


Gin 


Asn 


Arg 










85 










90 










95 




Glu 


Arg 


Gin 


Ser 


Gly 


Val 


Ala 


Val 


Lys 


Arg 


Phe 


Leu 


Val 


Ser 


Asp 


Asp 








100 










105 










110 






Pro 


Glu 


Val 


He 


Arg 


Ala 


Tyr 


He 


Val 


Pro 


Pro 


Lys 


Glu 


Pro 


He 


He 






115 










120 










125 








Lys 


Thr 


Val 


Tyr 


Ala 


Ser 


Ala 


Val 


Thr 


Gly 


Lys 


Leu 


Phe 


His 


Ser 


Leu 




130 










135 










140 










Pro 


Thr 


Leu 


Leu 


Glu 


Asp 


Phe 


Lys 


Thr 


Ser 


Tyr 


Leu 


Arg 


Pro 


Met 


Thr 


145 










150 










155 










160 


Leu 


Glu 


Glu 


Val 


Gin 


Asn 


Gin 


Asn 


Lys 


Phe 


Gin 


Leu 


Glu 


Ser 


Ser 


Phe 










165 










170 










175 




Leu 


Thr 


Leu 


Leu 


Gin 


Asn 


Ala 


Leu 


Glu 


Glu 


Glu 


Lys 


He 


Ala 


Glu 


Phe 








180 










185 










190 






Val 


Glu 


Ser 


Leu 


Ala 


Asp 


Asp 


Thr 


Ala 


Phe 


His 


Lys 


Tyr 


He 


Ser 


Gin 






195 










200 










205 








Trp 


Val 


Asp 


Thr 


Glu 


Glu 























210 



1629 



(2) INFORMATIONS POUR LA SEQ ID NO: 927: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 158 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 908721 -. 909194 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 927: 
Pro Met Gly Arg Tyr Arg Arg Val Thr His Ser Cys Glu Glu Thr He 
Lp Leu Ala Thr Arg Val Gly Arg Asp Leu Thr Pro Gly Met Val Val 
Leu Leu Ser G^y Asp Tyr Gly Ser Gly Lys Thr Glu Phe Val Arg Gly 
He Val Gin Gly Phe Leu Gly "u Ala Ala Val Asp Gin Val Ala Ser 



Pro Ser Phe Ala Leu Leu His Val Tyr Glu Ala Gly Gly Arg Arg Val 

cys His Tyr Asp Leu Tyr Arg Leu Glu Thr Met Asp lie Arg Asn Gly 

Ala Asp Leu Phe Gin Asp Ala Glu Glu ilu Asp Leu He Cys Val Glu 

100 105 x 

Trp Pro Glu Ala Val Asn Leu Leu Pro Gin Phe Arg Lys Ser Val Cys 

Val Gin Met Arg Ser Leu Thr Asp Ala Gin Arg Glu Val Ser lie Gly 

135 140 



Val ihr Asp Gly Cys Asp Leu Ser Phe Phe Met Glu Asn Asp 



145 



150 



155 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 129 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 9 09 198 9 09584 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 928: 

Arg Val Val Leu Leu Lys Asp Val Glu Phe Val Cys Leu Asp Cys Glu 

ihr Thr Gly Leu Lp Val Lys Lys Asp ^rg Val He Glu Phe Ala Ala 

He Arg Phe Thr Phe Asp Glu lie lie Asp Ser Val Glu Phe Leu He 

His Pro Glu Arg Ala Val Ser i!a Glu Ser Gin Lys He His Lys He 
50 " 60 



1630 



Ser Asp Ala Met 
65 

Arg He Lys Gly 

Val Gly Phe Asp 
100 

Glu Thr Leu Leu 
115 

Ala 



Leu Arg Asp Lys 
70 

Phe Phe Lys Glu 
85 

Leu Gin Val Leu 

Pro Lys His His 
120 



Pro Lys Phe Gly 
75 

Arg Asp His He 
90 

Ser Gin Glu Ser 
105 

Tyr Val He Asp 



Glu Val Phe Ser 
80 

Val Gly His His 
95 

Glu Arg Leu Gly 
110 

Thr Leu Arg Leu 
125 



(2) INFORMATIONS POUR LA SEQ ID NO : 92 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 123 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lin4aire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 909583 .. 909951 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 929: 



Leu 


Lys 


Glu 


Tyr 


Gly 


Asp 


Ser 


Pro 


Asn 


Asn 


Ser 


Leu 


Glu 


Ala 


Leu 


Ala 


1 








5 










10 










15 




Arg 


His 


Phe 


Asn 


Val 


Pro 


His 


Gin 


Gly 


Asn 


His 


Arg 


Ala 


Met 


Lys 


Asp 






20 










25 










30 






Val 


Glu 


Met 
35 


Asn 


Val 


Lys 


Val 


Phe 
40 


Lys 


His 


Leu 


Thr 


Lys 
45 


Arg 


Phe 


Arg 


Thr 


Leu 
50 


Ser 


Gin 


Val 


Thr 


His 
55 


He 


Leu 


Ser 


Lys 


Pro 
60 


He 


Lys 


Met 


Lys 


Tyr 


Met 


Pro 


Leu 


Gly 


Lys 


Tyr 


Lys 


Gly 


Trp 


Leu 


Phe 


Thr 


Asp 


He 


Pro 


65 










70 










75 










80 


Leu 


Glu 


Tyr 


Leu 


Leu 
85 


Trp 


Ala 


Ser 


Lys 


Met 
90 


Asp 


Phe 


Asp 


Gin 


Asp 
95 


Leu 


Leu 


Phe 


Ser 


He 
100 


Arg 


Ser 


Glu 


He 


Lys 
105 


Ser 


Arg 


Lys 


Lys 


Gly 
110 


Thr 


Gly 


Phe 


Ala 


Gin 
115 


Ala 


Asn 


Asn 


Pro 


Phe 
120 


Leu 


Gly 


Leu 













(2) INFORMATIONS POUR LA SEQ ID NO : 93 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 163 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 910081 910569 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 93 0: 

Lys Gly Asp Val Arg Lys Asp Asn Lys Glu Asp Lys Arg Lys Lys Val 



1631 



5 10 15 



Ser Ala Ser Cys lie Thr Asp His lie Tyr Lys He Phe Pro Asn Asp 
Leu Asn Thr Asn Asn Thr Xaa Phe Gly Oly Leu Leu Met Ser Leu Leu 
Asp Arg Leu Ala Leu Val Val "a Glu Arg His Cys Glu Ser He Cys 
Val Tnr Ala Phe Val Asp Ala Met Arg Phe Tyr Ala Pro Ala Tyr Met 



70 



fly Glu Asn Leu He Cys Cys Ala Ser Val Asn Arg Ser Trp Arg Thr 

Ser Leu Glu Val Gly Val Lys Val Trp La Glu Asn He Tyr Lys Gin 

100 105 
Glu His Arg His He Thr Ser Ala Tyr Phe Thr Phe Val Ala Val Asp 



Lys Asn III Ser Pro Val Glu vll Pro Glu Leu He Pro Glu Ser Gin 



120 



Glu G?u lie Arg Arg Phe Arg Glu Ala Asp Gin Arg Arg Ala Leu Arg 



135 



140 



145 150 
Leu Lys Leu 



155 



(2) INFORMATIONS POUR LA SEQ ID NO: 93 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 110 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 910615 .. 910944 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 931: 
Ala Ser Lys Gly Val Pro Leu Val Phe Lys Pro Val Ser Tyr He He 
Leu ser Trp Val Leu Val Cys Leu Ala lln Pro Asp Val Ser Val Val 
Ala Ser Val Val Ser Cys He Cys Gly Tyr Ser Leu Leu Trp Ala Gly 
Leu Phe Ala Leu Val Glu Gin Leu Ser Trp Lys Lys Val Trp Cys He 



50 " 60 



Ala Phe lie Trp Thr Trp Thr Val Glu Gly Ala His Phe Ser Trp Met 

65 7^ tt,1 rn^r> P_l \r Tl P 



Leu Glu Asp Leu Tyr Val Gly Thr Ser lie Tyr Phe Val Trp Gly He 

Leu Leu Ser Tyr llu Ala Thr Leu Phe Ala Ser Phe Ser Cys 
100 105 11 



(2) INFORMATIONS POUR LA SEQ ID NO: 932: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 438 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



1632 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 910948 912261 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 932: 

Val Val Trp Cys Cys Arg Lys Gin Tyr Arg Gly Ala Leu Val Trp Leu 

15 10 15 

Pro Gly Val Trp Val Ala lie Glu Ala lie Arg Tyr Tyr Gly Leu Leu 

20 25 30 

Ser Gly Val Ser Phe Asp Phe lie Gly Trp Pro Leu Thr Ala Thr Ala 

35 40 45 

Tyr Gly Arg Gin Phe Gly Ser Phe Phe Gly Trp Ala Gly Gin Ser Phe 

50 55 60 

Leu Val lie Ala Ala Asn lie Cys Cys Phe Ala Ala Cys Leu Leu Lys 
65 70 75 80 

His Ser Phe Ser Lys Gly Leu Trp Leu Thr Leu Cys Ala Phe Pro Tyr 

85 90 95 

Leu Leu Gly Gly Ala His Tyr Glu Tyr Leu Lys Lys His Phe Ser Asp 

100 105 110 

Ser Glu Val Leu Arg Val Ala lie Val Gin Pro Gly Tyr Ser Pro His 

115 120 125 

Met His Ala Gly Arg Met Ala Ser Ala lie Trp Arg Gly Leu Val Ser 

130 135 140 

Leu Cys Gin Thr lie Gin Thr Pro Val Asp Val lie Val Phe Pro Glu 
145 150 155 160 

Val Ser Val Pro Phe Gly Leu His Arg Gin Ala Tyr Thr Leu His Glu 

165 170 175 

Asn Gin Pro Val Leu Glu Ser Leu Leu Pro Asn Lys Ser Trp Gly Glu 

180 185 190 

Phe Phe Thr Asn Leu Asp Trp lie Gin Ala lie Ala Glu Arg Tyr Gin 

195 200 205 

Cys Thr Val lie Met Gly Met Glu Arg Trp Glu Asn Lys Gly Gly lie 

210 215 220 

Leu His Leu Tyr Asn Ala Ala Glu Cys Val Ser Arg Glu Gly Glu lie 
225 230 235 240 

Thr Ser Tyr Asp Lys Arg lie Leu Val Pro Gly Gly Glu Tyr lie Pro 

245 250 255 

Gly Gly Lys lie Gly Phe Ser Leu Cys Gin Thr Phe Phe Pro Glu Phe 

260 265 270 

Ala Leu Pro Phe Gin Arg Leu Pro Gly Glu Phe Ser Gly Val Val Asn 

275 280 285 

lie Thr Glu Arg lie Lys Ala Gly lie Ser lie Cys Tyr Glu Glu Thr 

290 295 300 

Phe Gly Tyr Ala lie Arg Pro Tyr Lys Arg Gin Gin Ala Asp lie Leu 
305 310 315 320 

Val Asn Leu Thr Asn Asp Gly Trp Tyr Pro Arg Ser Arg Leu Pro Leu 

325 330 335 

Val His Phe Tyr His Gly Met Leu Arg Asn Gin Glu Leu Gly lie Pro 

340 345 350 

Cys lie Arg Ala Cys His Thr Gly Val Ser Ala Ala Val Asp Ser Leu 

355 360 365 

Gly Arg lie Val Gly lie Leu Pro Trp Glu Ser Arg Thr Cys Pro Val 

370 375 380 

Ser Thr Gly Val Leu Gin Val Ser Val Pro Leu Tyr Ser Tyr His Thr 
385 390 395 400 

Val Tyr Ala Arg Leu Gly Asp Ala Pro Leu Leu Leu lie Ala Val Cys 



1633 



s.r v»! He Gly £ He «■ t»r PhJ ^ ». ««• W ° lu 



410 



415 



420 

Pro Pro Gin Thr Phe Phe 
435 



425 



(2) INFORMATIONS POUR LA SEQ ID NO : 933: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 77 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME : 912399 912629 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 933: 

Cly Met Leu Phe Arg Gly Gly Ser Ala Phe Trp Lys Ser Cys Asp Ala 

lyr Xaa Arg Ala Lg Arg Gly Lys Tyr Arg Arg He Phe Ser Arg His 

Ala Ala Ser Xu Gin Tyr He Pro Ala Arg Leu Ala Asn Val Cys Gly 

Thr Gly 1% Ser Thr Thr Leu Ser Leu Asp Gly Ser Val He Ser Thr 

crj 55 

Val Glu His Leu Leu Ala Ser Leu Leu Leu Arg Ser Gly 



(2) INFORMATIONS POUR LA SEQ ID NO: 934: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 208 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 912595 .. 913218 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 934: 
Asn Thr Cys Trp His Arg Ser Tyr Phe Gly Val Asp Asn Val Arg He 
Tyr cys ser Glu L P Olu II. Pro lie Gly Asp Gly Ser Ala Gin Val 
Phe Met Asp Leu lie Asp Gin Ala Gly He Gin Glu Gin Glu Gin Thr 
Val Gin iL Ala Arg Leu Ala ils Pro Val Tyr Tyr Gin Tyr Gin Asp 
^ i°ie Leu Ala Ala Phe Pro Ser Asp Glu Phe Lys He Ser Tyr Thr 
Su His Tyr ser His Asn Ser Thr lie Gly Thr Gin Tyr Arg ser Leu 



1634 



Val 


He 


Ser 


Glu 


Glu 


Ser 


Phe 


Arg 


Lys 


Glu 


He 


Ala 


Pro 


Cys 


Arg 


Thr 








100 










105 










110 






Phe 


Ala 


Leu 


Tyr 


Ser 


Glu 


Leu 


Cys 


Phe 


Leu 


Met 


Glu 


Lys 


Gly 


Leu 


He 






115 










120 










125 








Gly 


Gly 


Gly 


Cys 


Val 


Gly 


Asn 


Ala 


Val 


Leu 


Ser 


Lys 


Xaa 


Asp 


Gly Val 




130 










135 










140 










He 


Ser 


Leu 


Gly 


Lys 


Leu 


Arg 


Phe 


Pro 


Asp 


Glu 


Pro 


Val 


Arg 


His 


Lys 


145 










150 










155 










160 


He 


Leu 


Asp 


Leu 


He 


Gly 


Asp 


Leu 


Ser 


Leu 


Val 


Gly Thr 


Pro 


Phe 


Leu 










165 










170 










175 




Ala 


His 


Val 


He 


Ala 


Val 


Gly 


Ser 


Gly 


His 


Ser 


Ser 


Asn 


He 


Ala 


Leu 








180 










185 










190 






Gly 


Asn 


Arg 


He 


Leu 


Glu 


Ala 


Leu 


Gin 


His 


Glu 


Gin 


Glu 


Leu 


Val 


Lys 



195 200 205 



(2) INFORMATIONS POUR LA SEQ ID NO : 93 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 158 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 9 13 2 03 9 13 676 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 93 5: 



Thr 


Gly 


Val 


Ser 


Gin 


Met 


Asn 


Glu 


Lys 


Pro 


Val 


Leu 


Gly 


He 


Gin 


Asp 


1 








5 










10 










15 




He 


Gin 


Asn 


Leu 


Leu 


Pro 


His 


Arg 


Tyr 


Pro 


Phe 


Leu 


Leu 


Val 


Asp 


Lys 








20 










25 










30 






He 


Leu 


Ser 


Tyr 


Asp 


Leu 


Asn 


Thr 


Arg 


Ser 


Val 


Val 


Ala 


Gin 


Lys 


Asn 






35 










40 










45 








Val 


Thr 


He 


Asn 


Glu 


Pro 


Phe 


Phe 


Ala 


Gly 


His 


Phe 


Pro 


Gly Ala 


Pro 




50 










55 










60 










He 


Met 


Pro 


Gly 


Val 


Leu 


He 


Leu 


Glu 


Ala 


Leu 


Ala 


Gin 


Ala 


Ala 


Gly 


65 










70 










75 










80 


Val 


Leu 


Leu 


Gly 


He 


He 


Leu 


Glu 


Asn 


Asp 


Arg 


Asp 


Lys 


Lys 


He 


Ala 










85 










90 










95 




Leu 


Phe 


Leu 


Gly 


He 


Gin 


Lys 


Ala 


Lys 


Phe 


Arg 


Gin 


Pro 


Val 


Lys 


Pro 








100 










105 










110 






Gly 


Asp 


Val 


Leu 


Thr 


Leu 


Lys 


Ala 


Glu 


Phe 


Ser 


Leu 


He 


Ser 


Ala 


Lys 






115 










120 










125 








Gly 


Gly 


Lys 


Ala 


Phe 


Ala 


Gin 


Ala 


Phe 


Val 


Gly 


Ser 


Gin 


Val 


Val 


Ala 




130 










135 










140 










Glu 


Gly 


Glu 


Leu 


Ser 


Phe 


Val 


Leu 


Val 


Lys 


Lys 


Glu 


Ser 


He 







145 150 155 



(2) INFORMATIONS POUR LA SEQ ID NO : 93 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 265 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



1635 



(iii) HYPOTHETIQUE: oui 

(viii! POSITION DfiHS LE GENOME: 913691 .. 914485 

(Xi) DESCRIPTION DE I* SEQUENCE : SEO ID NO: 936, 

« Thr » .« His Pro Thr Ma II. «! Olu «P «» « 

ij, *s„ « V.1 Thr IL Glu Pro Tyr ,1, II. v.1 Lys Lys s.r V! 

^ Le » Trp £. «p V,l V.1 Val s.r Tyr >,» Tyr H. « -V 

35 rL mv,v \rai Trr> Pro Ser Ala Met He 

Ph. Thr Thr II. Gly Arg Xa. Thr Thr val Trp Pro 

«y *sn ,ys Pro Gl„ »P « W- - - ™ S1U ^ If 
flu 11. Oly «« Hi. cys Glu u. «, «» -« « "« *T 

85 mu rnv,-^ val Ser He Gly Asn Asn Cys Leu He 
Ser Thr Phe Glu Gly Thr Thr Val Ser lie y ^ 

Met Pro Trp III Hi. II. - «is - ^ « ^ *" ^ ^ 
val Phe s.r Thr His val Gin - M. Gly His VJ1 «» -1 Gly *sp 
cys III Thr II. Gly s.r Het « Gly V.1 His Gl„ Ph. V.1 Ar 9 II. 
1% s.r Tyr s.r H.t S3 oly Ala M. t s.r oly II. « « 3 ,sp II. 
Pro Pro Ph. Thr if. Oly Thr oly «. Pro Tyr ,1a «. oly oly .1. 
As „ L ys v.1 oty D.u Olh «. « «n val s.r Ph. olu Thr «« D.u 
,1, « lie Thr Ph. ,ys « val Ph. „ Ser Asp olu s.r Ph. 
ol„ J" s.r ,.u Olu s.r val Deu olu Asp Ph. oly olu val Pro Olu 
£ «. His Ph. v.1 HI cys «. Gin Pro s.r Dys Ug Oly II. 

245 " u 
Glu Arg Gly Val Asp Cys Glu Asp Leu 
260 

(2) INFORMATIONS POUR LA SEQ ID NO: 937: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 207 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vi ii) POSITION DANS LE GENOME: 914516 .. 915136 
{xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 937: 
U eu Ser Leu Ser Leu Ar g Val Val Tyr Leu Gly Thr Pro Gin Phe Ala 



1 5 



1636 



Ala 


Thr 


Val 


Leu 


Lys 


Thr 


Leu 


Leu 


Asp 


Ala 


His 


Thr 


His 


He 


Val 


Gly 








20 










25 










30 






Val 


Val 


Thr 


Arg 


Ala 


Asp 


Lys 


Pro 


Gin 


Lys 


Arg 


Ser 


Ser 


Lys 


Leu 


He 






35 










40 










45 








Ser 


Ser 


Pro 


Val 


Lys 


Gin 


Leu 


Ala 


Leu 


Ser 


Lys 


Asn 


He 


Pro 


Leu 


Leu 




50 










55 










60 










Gin 


Pro 


He 


Lys 


Thr 


Thr 


Asp 


Pro 


Ala 


Phe 


Leu 


Ala 


Gin 


Leu 


Arg 


Glu 


65 










70 










75 










80 


Trp 


Gin 


Ala 


Asp 


Val 


Phe 


He 


Val 


Val 


Ala 


Tyr 


Gly Val 


He 


Leu 


Lys 










85 










90 










95 




Gin 


Glu 


Leu 


Leu 


Asp 


He 


Pro 


Thr 


Tyr 


Gly 


Cys 


Tyr 


Asn 


Leu 


His 


Ala 








100 










105 










110 






Gly Leu 


Leu 


Pro 


Ala 


Tyr 


Arg 


Gly 


Ala 


Ala 


Pro 


He 


Gin 


Arg 


Cys 


He 






115 










120 










125 








Met 


Asp 


Gly 


Gly 


Val 


Leu 


Ser 


Gly 


Asn 


Thr 


Val 


He 


Arg 


Met 


Asp 


Ala 




130 










135 










140 










Gly Met 


Asp 


Thr 


Gly 


Asp 


He 


Ala 


Asn 


Val 


Asn 


Tyr 


Val 


Ala 


He 


Gly 


145 










150 










155 










160 


Glu 


Asp 


Met 


Thr 


Ala 


Gly 


Gly 


Leu 


Ala 


Glu 


Ala 


Leu 


Ala 


Ala 


Ser 


Gly 










165 










170 










175 




Gly 


Glu 


Leu 


Leu 


Leu 


Lys 


Thr 


Leu 


Gin 


Glu 


He 


Glu 


Ala 


Gly Thr 


Val 






180 










185 










190 






Arg 


His 


Val 


Pro 


Gin 


Asn 


Glu 


Ala 


Met 


Leu 


Arg 


Trp 


Leu 


Leu 


Asn 





195 200 205 



(2) INFORMATIONS POUR LA SEQ ID NO : 93 8: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 108 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 915144 .. 915467 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 938: 



Gly 


Arg 


Gly 


Arg 


Asp 


Ser 


Leu 


Gly 


Cys 


Ser 


Ser 


Phe 


Ser 


Ser 


He 


Arg 


1 








5 










10 










15 




Ala 


Tyr 


Pro 


Gly 


Ser 


Leu 


Ala 


Cys' 


Ser 


Gly 


Arg 


Leu 


Asp 


Ser 


Leu 


Ser 








20 










25 










30 






He 


Pro 


Arg 


Glu 


Arg 


Gly 


Xaa 


Arg 


Leu 


Gly 


Val 


Leu 


Ser 


Ala 


Arg 


Met 






35 










40 










45 








Glu 


Ser 


Phe 


Ser 


Gly 


Asn 


Tyr 


Gly 


Asp 


Pro 


Gly Glu 


Val 


Leu 


Gly Val 




50 










55 










60 










Ser 


Gly 


Glu 


Asp 


Leu 


Leu 


He 


Ala 


Cys 


Arg 


Gin 


Gly 


Ala 


Leu 


Arg 


Leu 


65 










70 










75 










80 


Arg 


Met 


Val 


Gin 


Pro 


Glu 


Gly 


Lys 


Ala 


Ser 


Met 


Lys 


Ala 


Lys 


Asp 


Phe 








85 










90 










95 




Phe 


Asn 


Gly 


Gin 


Ser 


Arg 


Leu 


Val 


Ser 


Lys 


Leu 


Phe 











100 105 



(2) INFORMATIONS POUR LA SEQ ID NO : 93 9: 
(i) CARACTERI STIQUES DE LA SEQUENCE: 



1637 



(A) LONGUEUR: 335 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

, vl ll, POSITION DANS LE GENOME: 9X5629 .. 916633 

(Xi> DESCRIPTION DE LA SEQUENCE : SEQ ID NO, 939: 

Val Asn « Ala Ala XI. C, «, «. - « °* ™ 

Ala x- W - ^ - ~ G1 " « S - ^ ^ "o* V " 
vax A„ Sr «. Oly M.t « ^ - Val Lys Val Ala Lys « 

Al. Al» S. « - - - "« « fo* A " 

Ser 11, Ala Hi, II. »r Ala .« Gin val s.r Lys oly L« U Gly ^ 
Al. Ar S ™ val "la L.u G ly A.» Al, P„. » «Y - - "° 

! 5 m» rin Ser Phe Phe Ser Tyr Met Lys Ala Ala 
Gly Thr Val Gin Ser Ala Gin Ser t-ne ^ 

100 m riu Glv Asp Glu Gly Leu Val Ala Asp Leu Cys 
Ser Gin Lys Pro Gin Glu Gly Asp uj. y ^ 

v .i s« S « «. - L * v " xTo s * r Phe Ile Gly 

Gly \ll X*r Tyr L» Ala kr B- Oly Ala II. Ar 5 Pro ,1. Leu ™ 

145 ^ 50 acT1 Ara Pne phe Leu Pro Lys Leu Lys Gin 

Val Asn Lys He Trp Arg Asn Arg Phe P^ ^ 

165 „, ti 0 tpu Trp Arg Leu Thr Met Gin Arg 

He Trp Asp Leu Leu Leu Ala lie Leu Trp Arg ^ 

i 8 ! Teu Asp Ser Leu Ser Val Arg Lys Glu Gin lie Ala 
Leu Trp Trp Val Leu Asp ser 2QS 

195 t I rin tvs Ser Arg His Ser Asn cys 

Lys Pro Pro Ala Leu Val Leu Arg Glu Lys ^9 

Arg III Arg Lys Met Leu £. Arg Gly Glu Ser Leu Glu Arg Lys Pro 
III Arg ser Arg Ala III ser Met His Ser Ser Leu cys Thr Arg Ser 
Phe Trp Asn Ala III Pro Thr Phe Ser Asn Trp Cys Arg Cys Leu Leu 
Gln Trp Val III Val Gin Leu Trp Leu Arg Asp Val Arg Ser Leu Pro 

275 T i„ Ma Thr Glu Tyr Xaa Gly Phe Phe 

Gin Leu Leu Asp Cys Gly Leu ser Ala Thr G! 

290 *Z „ , Lvs Lys Lys Gin Pro Phe Leu 

Lys Phe Leu Lys Lys Lys Ala Val Ser Lys Ly^ y 32Q 
305 310 le val phe Leu 

Ser Thr Lys Cys Leu Ala Phe Leu Ile vai y 335 



(2) INFORMATIONS POUR LA SEQ ID NO: 940: 

M) CARACTERISTIQUES DE LA SEQUENCE : 
(A) LONGUEUR: 163 acides amines 



1638 



(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 916051 916539 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 940: 

Leu His Arg Arg Asn Tyr Leu Pro Arg Asp lie Arg Ser Tyr Pro Ser 

15 10 15 

Asp Ser Val Cys Gin Gin Asn Leu Ala Gin Pro Phe Leu Ser Ser Gin 

20 25 30 

Thr Lys Ala Asn Met Gly Ser Ser Val Ser Tyr lie Met Ala Ala Asn 

35 40 45 

His Ala Ala Phe Val Val Gly Ser Gly Leu Ala He Ser Ala Glu Arg 

50 55 60 

Ala Asp Cys Glu Ala Pro Cys Ala Arg He Ala Arg Glu Glu Ser Ser 
65 70 75 80 

Leu Glu Leu Ser Gly Glu Glu Asn Ala Cys Glu Arg Arg Val Ala Gly 

85 90 95 

Glu Lys Ala Lys Thr Phe Thr Arg He Lys Tyr Ala Leu Leu Thr Met 

100 105 HO 

His Glu Lys Phe Leu Glu Cys Val Ala Asp Val Phe Lys Leu Val Pro 

115 120 125 

Leu Pro He Thr Met Gly He Arg Ala He Val Ala Ala Gly Cys Thr 

130 135 140 

Phe Thr Thr Ala Val He Gly Leu Trp Thr Phe Cys Asn Arg Val Xaa 
145 150 155 160 

Gly He Phe 



(2) INFORMATIONS POUR LA SEQ ID NO: 941: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 221 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) H YPOTHET I QUE : ou i 



(viii). POSITION DANS LE GENOME: 916965 917 627 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 941: 

Met Arg Ser Gin Leu Ser Leu He Gly Lys Lys Glu Gly Met Met His 

15 10 15 

Val Phe Asp Lys Asn Gly Asn Leu Val Ala Cys Ser Val He Ser Val 

20 25 30 

Asp Ala Asn Val Val Ala Gin Leu Lys Thr Ala Ser Ser Asp Gly Tyr 

35 40 45 

Asn Ala Val Gin He Gly Ala Asp Val Val Gin Ala Pro Glu Lys Thr 

50 55 60 

He Glu Lys Arg Phe Ser Lys Ala Leu Leu Gly His Phe Lys Lys Ser 
65 70 75 80 

Gly Gly Arg Ala Cys Arg Val Leu Lys Glu Val Val Val Ser Glu Glu 



1639 



Ala 


Val 


Gin 


Ser 


Val 


Ser 


Leu Gly 








100 










Asp 


Gly Val 


Ser 


Asn 


Val 


Asp 


He 




115 










120 


Phe 


Gin 


Gly 


Val 


Met 


Lys 


Lys 


Phe 




130 








135 


His 


His 


Gly 


Ser 


Gly 


Phe 


His 


Arg 


145 










150 




Gly 


Thr 


Pro 


Gly 


Arg 


Cys 
165 


Phe 


Pro 


Cys 


Asp 


Arg 


Val 
180 


Thr 


Val 


Lys 


Asn 


Asp 


Arg 


Lys 


Val 


Met 


Leu 


Val 


Lys 




195 










200 


Ser 


Val 
210 


Val 


Val 


Val 


Lys 


Arg 
215 


Ser 



90 95 
Asp Glu Phe Gly Leu Glu He Phe 
105 HO 
Cys Gly He Ser Lys Gly Lys Gly 
125 

Gly Phe Arg Gly Gly Pro Lys Ser 
140 

Ala Gly Ser He Gly Met Arg Ser 
155 160 
Ser Lys Arg Pro Ser His Met Gly 

170 175 
Leu Glu Val Val Lys Val Asp Leu 
185 190 
Gly Ala He Pro Gly Phe Lys Gly 
205 

Cys Gly Val Glu Gly 
220 



(2) INFORMATIONS POUR LA SEQ ID NO: 942: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 222 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 917 63 9 9 183 04 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 942: 

Met Val Leu Leu Ser Lys Phe Asp Phe Ser Gly Lys Glu Leu Gly Lys 

1 5 1° 15 

Phe Glu Leu Pro Asp Ala Phe Phe Thr Glu Gly Arg Glu Gin Ser Val 

20 25 3 

Lys Asp Tyr Leu Val Ala He Gin Ala Asn Lys Arg Gin Trp Ser Ala 

35 40 45 

Cys Thr Arg Gly Arg Ser Glu Val Ser His Ser Thr Lys Lys Pro Phe 

50 55 60 

Arg Gin Lys Gly Thr Gly Asn Ala Arg Gin Gly Cys Leu Ala Ala Pro 

Gin Phe Arg Gly Gly Gly He Val Phe Gly Pro Lys Pro Lys Phe Asp 

85 90 95 

Gin His lie Arg He Asn Lys Lys Glu Arg Arg Ala Ala lie Arg Leu 

100 105 HO 

Leu Leu Ala Gin Lys lie Gin Thr Gly Lys Leu He Val Ala Glu Asn 

115 120 125 

Ser Val Phe Val Ser Ser Leu Asp Ala Pro Lys Thr Lys Glu Ala Leu 

130 135 I 40 

Arg Phe Leu Lys Glu Cys Asn Val Glu Cys Arg Gly Val Leu Phe Val 

150 155 X0w 

Asp Ser Leu Ala His Val Gly Ser Asn Glu Asn Leu Arg Leu ser Val 

165 170 175 

Arg Asn Leu Ser Ala Val Arg Gly Phe Thr Tyr Gly Glu Asn He Ser 

180 185 I 90 

Gly Tyr Asp He Ala Ala Ala Arg Asn He Val Val Ser Glu Lys Ala 



195 200 



1640 



Leu Glu Leu Leu Val Glu Ser Leu Val Ser Thr Thr Lys Asp 
210 215 220 



(2) INFORMATIONS POUR LA SEQ ID NO: 943: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 93 acides amines 

(B) TYPE: acide amin6 

(D) CONFIGURATION: lineair e 

( i i i ) HYPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: 918377 918655 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 943: 



Met 


Leu 


Glu 


Gly 


Leu 


Ser 


Leu 


Gly Asp 


Gly 


Glu 


Gly 


Lys 


Lys 


Lys 


Gly 


1 








5 










10 










15 




Ser 


Phe 


Cys 


Lys 


Asp 


Pro 


Lys 


Tyr 


Thr 


Phe 


He 


Val 


Ala 


Gly Asp 


Ala 








20 










25 










30 






Thr 


Lys 


Pro 


Met 


He 


Ala 


Glu 


Ala 


He 


Glu 


Ala 


He 


Tyr 


Ser 


Ala 


Lys 




35 










40 










45 








Gly Val 


Lys 


Val 


Lys 


Lys 


Val 


Asn 


Thr 


Met 


Cys 


Val 


Lys 


Pro 


Gin 


Pro 




50 










55 










60 










Thr 


Arg 


He 


Phe 


Arg 


Gly 


Arg 


Arg 


Lys 


Gly 


Arg 


Thr 


Ala 


Gly 


Phe 


Lys 


65 








70 










75 










80 


Lys 


Ala 


He 


Val 


Thr 


Phe 


Val 


Asp 


Gly 


His 


Ser 


He 


Gly 









85 90 



(2) INFORMATIONS POUR LA SEQ ID NO: 944: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 284 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME: 9 18682 919533 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 944: 



Met 


Phe 


Lys 


Lys Phe 


Lys 


Pro 


Val 


Thr 


Pro 


Gly 


Thr 


Arg 


Gin 


Leu 


He 


1 




5 










10 










15 




Leu 


Pro 


Ser 


Phe Asp 


Glu 


Leu 


Thr 


Thr 


Gin 


Gly 


GlU 


Leu 


Lys 


Gly 


Ser 








20 








25 










30 






Ser 


Ser 


Arg 


Arg Ser 


Val 


Arg 


Pro 


Asn 


Lys 


Lys 


Leu 


Ser 


Phe 


Phe 


Isys 






35 








40 










45 








Lys 


Ser 


Ser 


Gly Gly 


Arg 


Asp 


Asn 


Leu 


Gly 


His 


He 


Ser 


Cys 


Arg 


His 


50 








55 










60 










Arg 


Gly 


Gly 


Gly Val 


Arg 


Arg 


His 


Tyr 


Arg 


Val 


He 


Asp 


Phe 


Lys 


Arg 


65 








70 










75 










80 


Asn 


Lys 


Asp 


Gly He 


Glu 


Ala 


Lys 


Val 


Ala 


Ser 


Val 


Glu 


Tyr 


Asp 


Pro 






85 










90 










95 




Asn 


Arg 


Ser 


Ala Tyr 


He 


Ala 


Leu 


Leu 


Asn 


Tyr 


Val 


Asp 


Gly 


GlU 


Lys 



1641 



105 110 



w W XI. £ « f v .1. ^ « -V « val XI. 

S er G ly G>u GXy s.r Pro * T W. ~ Gly cys cys Met T*r - W 

130 T lit v»i His Asn Val Glu Met Arg Pro Gly 

Ser He Pro Leu Gly Leu Ser Val His Asn va^ ^ 

IS Gly Gly W «-» « £ « *" "t 

ila ws »r "ly «r val T*r L- ^ Met Pro ser ? ly Glu P*. 

I 80 rriv.^ w^i riv Glu Val Ser Asn 

Arg Met L.u M» Glu Met cys A„ Ala Thr Val Gly Glu 

>ia „ ST. « «« cys v.l ~p Gly ,y S »> «. «. « «. 

ws £J n. M9 Pro Thr V.X « Gly Thr Al. Met *»„ Pro Val «P 
£ Pro Hi. Gly Gly Gly Glu Gly «, Hi, ». Gly Xyr Xle Ser Gin 

n t 45 v „i Thr Lvs Gly Leu Lys Thr Arg Asp Lys Arg 
Thr Pro Trp Gly Lys Val Thr Lys oxy j 27Q 

Lys ser Asn Lys Trp He Val Lys Asp Arg Arg Lys 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 945: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 9 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(v iii) POSITION DANS LE GENOME : 919542.-919829 
(xi ) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 945: 
Met Ser Arg Ser Leu Arg Lys Gly Pro Phe Val Asp His His Leu Leu 
l YS Lys Val Arg Asp Met Asn Ala Leu Glu Lys Lys Thr Pro He Lys 
Th r Trp ser Arg Arg Ser Met lie Thr Pro Glu Met lie Gly His Thr 
Phe Glu Si His Asn Gly Arg Lys Phe Leu Thr Val P*e Val Ser Glu 
Th r Met val Gly His Lys Leu Gly Glu Phe Ser Pro Thr Arg Met Pfce 
Lys ser His Pro Val Lys Lys Gly Tyr His Lys Glu Thr Gly Tyr Val 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 140 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



1642 



( i i i ) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 9 1973 8 92 0157 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 946: 



Trp 


Leu 


Asp 


Thr 


Ser 


Trp 


Glu 


Ser 


Ser 


Leu 


Gin 


Gin 


Glu 


Cys 


Leu 


Arg 


1 








5 










10 










15 




Ala 


He 


Pro 


Leu 
20 


Lys 


Lys 


Gly 


He 


He 
25 


Arg 


Arg 


Gin 


Val 


Met 
30 


Phe 


Lys 


Ala 


Thr 


Ala 
35 


Arg 


Tyr 


He 


Arg 


Val 
40 


Gin 


Pro 


Arg 


Lys 


Ala 
45 


Arg 


Leu 


Ala 


Ala 


Gly 
50 


Leu 


Met 


Arg 


Asn 


Arg 
55 


Ser 


Val 


Val 


Glu 


Ala 
60 


Gin 


Gin 


Gin 


Leu 


Ser 


Phe 


Ser 


Gin 


Met 


Lys 


Ala 


Gly Arg 


Cys 


Leu 


Lys 


Lys 


Val 


Leu 


Asp 


65 










70 










75 










80 


Ser 


Ala 


He 


Ala 


Asn 


Ala 


Glu 


Ser 


Asn 


Glu 


Asn 


He 


Lys 


Arg 


Glu 


Asn 








85 










90 










95 




Leu 


Cys 


Val 


Leu 


Glu 


Val 


Arg 


Val 


Asp 


Ala 


Gly 


Pro 


Met 


Phe 


Lys 


Arg 






100 










105 










110 






Met 


Lys 


Ser 


Lys 


Ser 


Arg 


Gly 


Gly 


Arg 


Ala 


Pro 


He 


Leu 


Lys 


Arg 


Thr 




115 










120 










125 








Ser 


His 


Leu 


Thr 


Val 


He 


Val 


Gly 


Glu 


Arg 


Gly 


Gin 











130 135 140 



(2) INFORMATIONS POUR LA SEQ ID NO: 947: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 219 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 920184 92 0840 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 947: 



Met 


Ser 


Ser 


Arg 


Val 


Xaa 


Thr 


Ala 


Val 


Thr 


Lys 


Lys 


Trp Arg 


Ser Leu 


1 






5 










10 








15 


Trp 


Tyr 


Gly 


Asn 


Asn 


Gin 


Glu 


Phe 


Ala 


Lys 


Phe 


Leu 


He Glu 


Asp Val 




20 










25 








30 




Lys 


He 


Arg 


Glu 


Phe 


Leu 


Lys 


Lys 


Lys 


Pro 


Ser 


Cys 


Gin Gly Ala Ala 




35 










40 










45 


He His 


Gly 


Phe 


Val 


Val 


Lys 


Arg 


Met 


Ser 


Gly 


Lys 


He 


Glu 


Val Thr 


50 










55 










60 






Thr 


Ala 


Arg 


Pro 


Gly 


Leu 


Val 


He 


Gly 


Lys 


Lys 


Gly Ala Glu 


Val Asp 


65 








70 










75 






80 


Ser 


Leu 


Lys 


Ala 


Glu 


Leu 


Lys 


Lys 


Leu 


Thr 


Gly 


Lys 


Asp Val 


Trp Val 








85 










90 








95 


Glu 


He 


Ala 


Glu 


Val 


Lys 


Arg 


Pro 


Glu 


Leu 


Asn 


Ala 


Gin Leu 


Val Ala 








100 










105 








110 




Asp 


Gly 


He 


Ala 


Lys 


Gin 


He 


Glu 


Arg 


Arg 


Val 


Ser 


Phe Arg 


Arg Ala 


115 










120 










125 




Met 


Lys 


Lys 


Ala 


Leu 


Gin 


Ser 


Val 


Met 


Asp 


Ala 


Gly 


Ala Leu 


Gly Val 



1643 



Lys III Gl„ V.l S« Gly Arg L.u Al. Sly Ala Olu II. Al. Arg Mr 
Trp Tyr L ys As- S «. V.l Pro » His Thr «n Arg Ala Asp 
He Asp W Ala S Ala Ser Al, Glu ». Thr Tyr sly II. .1. «Y 
II. ,ys V,l Trp He Asn Leu sly Glu I.ys ,y. Ala val Pro Ala Ala 
As„ His "la Sly Ala Al. Ser Thr Al. Ala Al. 



210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 948: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 143 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii, POSITION DANS LE GENOME: 920866 .. 921294 
( Xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 948: 
Met Asn Gin Tyr Ala Lys Ala Ala Gly Lys Arg Thr Lys Phe Arg Lys 
Jin Gin Lys Gly Gin Phe Ala Gly Leu Ser Lys Gly Ala Thr Phe Val 
ASP Phe Gly G°iu Phe Gly Met Gin Thr Leu Glu Arg Gly Trp He Thr 
ser Arg lln lie Glu Ala Cys Arg Val Ala He Asn Arg Tyr Leu Lys 
Arg Lys Gly Lys Val Trp lie Arg Val Phe Pro Asp Lys Ser Val Thr 
Us Lys Pro Ala Glu Thr Arg Met Gly Lys Gly Lys Gly Ala Pro Asp 
His Trp val Ala Val Val Arg Pro Gly Arg He Leu Phe Glu Val Ala 
Asn val ser Lys Glu Asp Ala Gin Asp Ala Leu Arg Arg Ala Ala Ala 
Lys Leu Oil He Arg Thr Arg Phe Val Lys Arg Val Glu Arg Val 



130 135 



(2) INFORMATIONS POUR LA SEQ ID NO: 949: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 72 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 921299.-921514 



1644 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 949: 

Met Gly Ala Lys Lys Asn Leu Leu Ala Glu Leu Arg Glu Lys Ser Ser 

15 10 15 

Glu Glu Leu Asp Glu Phe lie Arg Asp Asn Lys Lys Ala Leu Phe Ala 

20 25 30 

Leu Arg Ala Glu Ala Ala Leu Gin Asn Lys Val Val Lys Thr His Gin 

35 40 45 

Phe Ser Leu Tyr Lys Lys Ser lie Ala Arg Ala Leu lie lie Lys Gin 

50 55 60 

Glu Lys Lys Asp Arg Val His Gly 
65 70 



(2) INFORMATIONS POUR LA SEQ ID NO : 950: 

(i) CARACTERI ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 83 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 921510 .. 92 1758 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 950: 



Met 


Ala 


Ser 


Asp 


Val 


Arg 


Gly Arg 


Arg 


Lys 


Thr 


Lys 


lie 


Gly Val Val 


1 








5 










10 










15 




Val 


Ser 


Ser 


Lys 


Met 


Glu 


Lys 


Thr 


Val 


Val 


Val 


Arg 


Val 


Glu 


Arg 


Val 








20 










25 










30 






Tyr 


Ser 


His 


Pro 


Gin 


Tyr 


Ala 


Lys 


Val 


Val 


Arg 


Asp 


Ser 


Ser 


Lys 


Tyr 




35 










40 










45 








Tyr 


Ala 


His 


Asn 


Glu 


Leu 


Asp 


Val 


Lys 


Glu 


Gly Asp 


Thr 


Val 


Arg 


He 




50 










55 










60 










Gin 


Glu 


Thr 


Arg 


Pro 


Leu 


Ser 


Lys 


Thr 


Lys 


Arg 


Trp 


Arg 


Val 


Val 


Gly 



65 70 75 80 

Arg Val Asn 



(2) INFORMATIONS POUR LA SEQ ID NO: 951: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 122 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 921778 922143 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 951: 

Met He Gin Gin Glu Ser Gin Leu Lys Val Ala Asp Asn Thr Gly Ala 

15 10 15 

Lys Lys Val Lys Cys Phe Lys Val Leu Gly Gly Ser Arg Arg Arg Tyr 



1645 



25 30 



«=: V.1 C?y MP V,! II. Val cy. Mr Val A ig «p II. 1« Pro 
„p s.r S.r Val w ^ Oly A.p val Val Lys "a v.1 II. V.l Arg 
nr S. «n UP II. His Ar, ,y. Asp sly «r Thr L.u «. Ph. A.p 
Sr Asn S« Cys val "l. II. «P Asp W. oly Asn Pro W. »« 

M3 „. Ph. Gly Pro val Ala Arg f u He Arg Asp Arg «y Ph. Val 

100 iU5 



Lys lie Ser Ser Leu Ala Pro Glu Val He 
115 120 

(2) INFORMATIONS POUR LA SEQ ID NO: 952: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 111 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii ) POSITION DANS LE GENOME : 922159.-922491 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 952: 
Met Lys Arg Arg Ser Val cys Val Oly Asp Thr Val Tyr Val Leu Ala 
Oly A sn Asp Lys oiy Lys Gin oly Lys Val Leu Arg Cys Leu Lys Asp 
Lys Val val Val Glu oly He Asn Val Arg Val Lys Asn He Lys Arg 
Ser Gin Glu Asn Pro Lys oly Lys Arg He Asn lie Glu Ala Pro Leu 
His He ser Asn Val Arg Leu Ser He Asp Asn Gin Pro Ala Arg Leu 
Phe val Lys val Thr o°iu Lys oly Arg Glu Leu Trp Asn Lys His Ser 

ASP oiy ser Ser Ser Leu ^ Arg Leu Val Arg Glu Arg Lys oly 

100 1Ub 



(2) INFORMATIONS POUR LA SEQ ID NO: 953: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 155 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : 922571 .. 923 035 
( xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 953: 



1646 



Met 


Gin 


He 


Pro 


Val 


Leu 


Lys 


Lys 


He 


Val 


He 


Ser 


Met 


Gly Leu Ala 


1 








5 










10 










15 




Glu 


Ala 


Ala 


Lys 


Asp 


Lys 


Asn 


Leu 


Phe 


Gin 


Ala 


His 


Leu 


Glu 


Glu 


Leu 








20 










25 










30 






Ala 


Val 


He 


Ser 


Gly 


Gin 


Lys 


Pro 


Leu 


Val 


Thr 


Arg 


Ala 


Lys 


Asn 


Ser 






35 










40 










45 








He 


Ala 


Gly 


Phe 


Lys 


Leu 


Arg 


Glu 


Gly Gin 


Gly 


He 


Gly Ala 


Lys 


Val 




50 










55 










60 










Thr 


Leu 


Arg 


Gly 


He 


Arg 


Met 


Tyr 


Asp 


Phe 


Met 


Asp 


Arg 


Phe 


Cys 


Asn 


65 










70 










75 










80 


He 


Val 


Ser 


Pro 


Arg 


He 


Arg 


Asp 


Phe 


Arg 


Gly 


Phe 


Ser 


Cys 


Lys 


Gly 
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90 










95 




Asp 


Gly 


Arg 


Gly 


Cys 


Tyr 


Ser 


Leu 


Gly 


Leu 


Asp 


Asp 


Gin 


Gin 


He 


Phe 








100 










105 










110 






Pro 


Glu 


Val 


Asp 


Leu 


Asp 


Arg 


Val 


Lys 


Arg 


Ser 


Gin 


Gly 


Met 


Asn 


He 






115 










120 










125 








Thr 


Trp 


Val 


Thr 


Thr 


Ala 


Gin 


Thr 


Asp 


Ala 


Glu 


Cys 


Leu 


Thr 


Leu 


Leu 
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135 










140 










Glu 


Cys 


Met 


Gly 


Leu 


Arg 


Phe 


Lys 


Lys 


Ala 


Gin 













145 150 155 



(2) INFORMATIONS POUR LA SEQ ID NO: 954: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 98 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 923 160 .. 923453 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 954: 



Ser 


Asn 


He 


Arg 


He 


Leu 


Lys 


Gin 


His 


Gly 


,Phe 


Val 


Ala 


His 


Phe 


Leu 
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Val 


Lys 


Glu 


Glu 


Asn 


Arg 


Lys 


Arg 


Leu 


Met 


Arg 


Val 


Phe 


Leu 


Arg 


Tyr 
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25 










30 






Gly 


Glu 


Asp 


Arg 


Arg 


Pro 


Val 


He 


His 


Ala 


Leu 


Lys 


Arg 


Val 


Ser 


Lys 
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40 










45 








Pro 


Ser 


Arg 


Arg 


Val 


Tyr 


Val 


Ser 


Ala 


Ala 


Lys 


He 


Pro 


Tyr 


Val 


Phe 




50 










55 










60 










Gly Asn 


Met 


Gly 


He 


Ala 


Val 


Leu 


Ser 


Thr 


Pro 


Gin 


Gly Val 


Leu 


Glu 


65 










70 










75 










80 


Gly 


Ser 


Val 


Ala 


Arg 


Ala 


Lys 


Asn 


Val 


Gly 


Gly Glu 


Leu 


Leu 


Cys 


Leu 



85 90 95 



Val Trp 



(2) INFORMATIONS POUR LA SEQ ID NO : 955: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 183 acides amines 

(B) TYPE : acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 923484 .. 924032 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 955: 

Met Ser Arg I** Ala Arg Asp Pro lie Val Leu Pro Gin Oly Val »!» 

Val Ser lie oin Ln Asp Olu He Ser Val Lys Oly Pro Lys Oly Ser 
Leu Thr Gin Val Leu Ala Lys Olu Val Olu He Ala Val Lys Oly Asn 
olu val Phe Val Ala Pro Ala Ala His Val Val Asp Arg Pro Oly Arg 
Met oL Oly Leu iyr Trp S. Leu He Ala Asn Met Val Lys Oly Val 
hL Thr Oly Phe Olu lys Ar g Leu Olu Met He Oly Val oly Phe Arg 
A la Ala Val oin "y Ser Leu Leu Asp Leu Ser lie Oly Val ser His 

10 2 tj TlP Pro Thr Oly Leu Olu Val Ser Val Olu Lys 
Pro Thr Lys Met Pro He Pro Thr oiy l, ^ 

v. r 115 ti. ser He Lys Oly He Asn Lys Gin Leu Val Oly olu 
Asn Thr Leu He Ser He uys ^xy ^ 

Ph . »la cys «1 « M. «*. « «• £ G1 » "» 01 f 6 S 

£ oly n. *«, ,yr S: «n «» «- «J « w »• ws 

165 i/u 



Ala Ala Lys Thr Oly Lys Lys 
180 



(2) INFORMATIONS POUR LA SEQ ID NO: 956: 

(i) C ARAC TER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 123 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(vii i) POSITION DANS LE GENOME: 924057 .. 924425 
( Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 956: 
Met Olu ser Ser Leu Tyr Lys Lys Thr Ser Oly Lys Ala Ar g Arg Ala 
Lu Arg Val Ar g Lys Ala Leu Lys Oly Cys Ser Leu Lys Pro Ara Leu 
ser Val Val Lys Thr Asn Lys His Val Tyr Val Oin Leu lie Asp Asp 
val Olu Oly Lys Thr Leu Ala Phe He Ser Thr Leu Ala Lys Val Ala 
Lys Thr ser oly Leu Thr Arg Lys Asn Gin Asp Asn Ala Lys Ala Leu 
lly lie Lys lie Ala Su Leu oly Lys Gly Leu Gin Val Asp Arg Val 
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Val Phe Asp Arg 
100 

Pro Asp Gly Ala 
115 



Gly Ala His Lys 

Arg Glu Gly Gly 
120 



Tyr His Gly Val 
105 

Leu Gin Phe 



Val Ala Met Val 
110 



(2) INFORMATIONS POUR LA SEQ ID NO: 957: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 165 acides amines 

(B) TYPE: acide amin£ 

<D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 924443.-924937 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 957: 



Xaa 


Thr 


Leu 


Ser 


Arg 


Asn 


Ser 


His 


Lys 


Glu Asp 


Gin 


Leu 


Glu Glu 


Lys 


1 








5 










10 






15 




Val 


Leu 


Val 


Val 
20 


Asn 


Arg 


Cys 


Cys 


Lys 
25 


Val Val 


Lys 


Gly 


Gly Arg 
30 


Lys 


Phe 


Ser 


Phe 
35 


Ser 


Ala 


Leu 


He 


Leu 
40 


Val 


Gly Asp 


Arg 


Lys 
45 


Gly Arg 


Leu 


Gly 


Phe 


Gly 


Phe 


Ala 


Lys 


Ala 


Asn 


Glu 


Leu Thr 


Asp 


Ala 


He Arg 


Lys 


50 










55 








60 








Gly 


Gly 


Asp 


Ala 


Ala 


Arg 


Lys 


Asn 


Leu 


Val Ser 


He 


Asn 


Ser Leu 


Glu 


65 










70 








75 








80 


Gly 


Gly 


Ser 


He 


Pro 


His 


Glu 


Val 


Leu 


Val Asn 


His 


Asp 


Gly Ala 


Glu 






85 










90 






95 




Leu 


Leu 


Leu 


Lys 
100 


Pro 


Ala 


Lys 


Pro 


Gly 
105 


Thr Gly 


He 


Val 


Ala Gly 
110 


Ser 


Arg 


He 


Arg 


Leu 


He 


Leu 


Glu 


Met 


Ala 


Gly Val 


Lys 


Asp 


He Val 


Ala 




115 










120 








125 






Lys 


Ser 


Leu 


Gly 


Ser 


Asn 


Asn 


Pro 


Met 


Asn Gin 


Val 


Lys 


Ala Ala 


Phe 


130 










135 








140 








Xaa 


Ala 


Leu 


Leu 


Thr 


Leu 


Ser 


Cys 


Lys 


Asp Asp 


He 


Met 


Lys Arg 


Arg 


145 










150 








155 








160 


Ala 


Val 


He 


Asn 


Asp 
165 





















(2) INFORMATIONS POUR LA SEQ ID NO: 958: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 144 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 924933 .. 9253 64 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 958: 

Met He Lys Leu Glu Cys Leu Gin Asp Pro Ser Pro Arg Lys Arg Arg 
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10 15 



^ L ys I..U Leu Ily Arg Oly P« s.r Thr Gly His Gly Ly. Thr s.r 
Gly A„ «y S. Lys «y Asp Gly -r Ar g s.r sly W W- Arg 
Phe Oly Sr Glu Gly Gly «V val "> — ^ ™ " 3 ^ *" 
„g W Phe s.r His Lys Arg Ph. ASP ,ys cys v.! Glu Olu H. Thr 
Sr .in «. I~ Asn Su .1. Ph. Asp Ash Gly Ala Olu V,! ser «u 
«, Ala L.u Lys Glu Arg Lys Val 11. His Arg .In Thr s.r Arg Val 

Ly s val II. L.u Lys "V "» "» W » WS LM Us ^ ^ 
Ma Al. Si val L.u S.r Glu Sy V.1 Lys S.r L.u H. Glu Ala Val 



13 0 



(2) INFORMATIONS POUR LA SEQ ID NO: 959: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 457 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(Viii) POSITION DANS LE GENOME: 925390 .. 926760 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 959: 
Met Ala Thr Leu Arg Gin Val Phe Ser lie Ser Glu Leu Arg Gin Lys 
lie Phe Phe Thr Phe Ser Leu Leu Ala Leu Cys Lys He cly Val Phe 
Xle Pro Val Pro Gly He Asn Gly Asp Arg Ala Val Ala Tyr Phe Asn 
Oln Leu Leu Gly Ser Ser Gin Asn Leu Phe Gin Leu Ala Asp He Phe 
Ser G°iy Gly Ala Phe Ala Gin Met Thr Val lie Ala Leu Gly Val Val 
Ho Tyr lie Ser Ala Ser He He Val Gin Leu Leu Val Val Phe Met 
Pro Thr Leu Gin Arg Glu Met Arg Glu ser Pro Asp Gin Gly Lys Arg 
L ys Leu Gly Arg Met Thr Arg Leu Phe Thr Leu Val Leu Ala Cys Val 
Oln Ser Leu Leu Phe Ala Lys Phe Ala Leu Arg Met Asn Leu Val Val 
Pro Gly He val Leu Pro S Met Leu Ser Leu Lys Leu Phe Gly Val 
P 4 r 5 o Trp val Phe Tyr Leu ftr Thr Val Val Val Met Thr Thr Gly Thr 
L eu Leu Leu Met TrP Val Gly Glu Gin lie Ser Asp Lys Gly He Gly 
Asn Gly He Ser Leu He He Thr Leu Gly He Leu Ala Ser Phe Pro 



195 
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Ser 


Val 


Leu 


Gly 


Ser 


He 


Phe 


Asn 


Lys 


Leu 


Asn 


Leu 


Gly 


Ser 


Gin 


Asp 




210 










215 










220 










Pro 


Ser 


Glu 


Phe 


Gly 


He 


Val 


Ser 


Leu 


Leu 


He 


Leu 


Cys 


Ala 


Val 


Phe 


225 










230 










235 










240 


Val 


Phe 


Val 


Leu 


lie 


Ala 


Thr 


Val 


Leu 


He 


He 


Glu 


Gly Val 


Arg 


Lys 










245 










250 










255 




lie 


Pro 


Val 


Gin 


His 


Ala 


Arg 


Arg 


He 


He 


Gly 


Arg 


Arg 


Glu 


Val 


Val 








260 










265 










270 






Gly Gly Gly 


Ser 


Tyr 


Leu 


Pro 


Leu 


Lys 


Val 


Asn 


Tyr 


Ala 


Gly 


Val 


He 






275 










280 










285 








Pro 


Val 


lie 


Phe 


Ala 


Ser 


Ser 


Leu 


Leu 


Met 


Phe 


Pro 


Ala 


Thr 


He 


Gly 




290 










295 










300 










Gin 


Phe 


Leu 


Ser 


Ser 


Glu 


Ser 


Ser 


Trp 


Leu 


Lys 


Arg 


He 


Ala 


Thr 


Met 


305 










310 










315 










320 


Leu 


Ser 


Pro 


Gly 


Ser 


Val 


Ala 


Tyr 


Ser 


He 


Phe 


Tyr 


Val 


Leu 


Leu 


He 










325 










330 










335 




lie 


Phe 


Phe 


Thr 


Tvr 


Phe 


Trp 


Thr 


Ala 


Thr 


Gin 


Phe 


Arg 


Pro. 


Glu 


Gin 








340 










345 










350 






lie 


Ala 


Ser 


Glu 


Met 


Lys 


Lys 


Asn 


Gly 


Ala 


Phe 


He 


Pro 


Gly 


He 


Arg 






355 










360 










365 








Gin 


Gly 


Lys 


Pro 


Thr 


Gin 


Thr 


Tyr 


Leu 


Glu 


Tyr 


Thr 


Met 


Asn 


Arg 


Val 




370 










375 










380 










Thr 


Leu 


Leu 


Gly 


Ala 


Val 


Phe 


Leu 


Ala 


Val 


Val 


Ala 


He 


Leu 


Pro 


Ser 


385 










390 










395 










400 


Val 


Leu 


Gly 


Arg 


He 


Leu 


Arg 


Val 


Asp 


Ala 


Asn 


Val 


Ser 


Tyr 


Phe 


Leu 










405 










410 










415 




Gly Gly 


Thr 


Ala 


Met 


Leu 


He 


Val 


Val 


Gly Val 


He 


Leu 


Asp 


Thr 


Met 








420 










425 










430 






Lys 


Gin 


He 


Asp 


Ala 


Phe 


Leu 


Leu 


Val 


Arg 


Arg 


Tyr 


Asp 


Gly Val 


Leu 






435 










440 










445 








Lys 


Lys 


Asp 


Arg 


Pro 


Lys 


Gly Arg 


Pro 

















450 455 



(2) INFORMATIONS POUR LA SEQ ID NO: 9 60: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 122 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 92 6819 927184 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 960: 



Met 


Pro 


Arg 


He 


He 


Gly 


He 


Asp 


He 


Pro 


Ala 


Lys 


Lys 


Lys 


Leu 


Lys 


1 








5 










10 










15 




He 


Ser 


Leu 


Thr 


Tyr 


He 


Tyr 


Gly 


He 


Gly 


Pro 


Ala 


Leu 


Ser 


Lys 


Glu 








20 










25 










30 






He 


He 


Ala 


Arg 


Leu 


Gin 


Leu 


Asn 


Pro 


Glu 


Ala 


Arg 


Ala 


Ala 


Glu 


Leu 






35 










40 










45 








Thr 


Glu 


Glu 


Glu 


Val 


Gly 


Arg 


Leu 


Asn 


Ala 


Leu 


Leu 


Gin 


Ser 


Asp 


Tyr 




50 










55 










60 










Val 


Val 


Glu 


Gly 


Asp 


Leu 


Arg 


Arg 


Arg 


Val 


Gin 


Ser 


Asp 


He 


Lys 


Arg 


65 










70 










75 










80 


Leu 


He 


Thr 


He 


His 


Ala 


Tyr 


Arg 


Gly Gin Arg 


His 


Arg 


Leu 


Ser 


Leu 
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85 9° " n 

Pro val Arg Oly Gin Arg Thr Lys Thr Asn Ser Arg Thr Arg Lys Gly 

100 lo;> 
Lys Arg Lys Thr He Ala Gly Lys Lys Lys 
115 120 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 132 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 927209 .. 927604 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 961: 
L eu Val Lys Asn Gin Ala Gin Lys Arg Gly Val Lys Arg Lys Gin Val 
L ys Asn He Pro Ser Gly Val Val His Val Lys Ala Thr Phe Asn Asn 
^r lie Val Thr lie Thr Asp Pro Ala Gly Asn Val lie Ser Trp Ala 
ser Ala lly Lys Val Gly Tyr ser Gly Ser Arg Lys ser Ser Ala Phe 
A la aL Thr Val Ala Ala lln Asp Ala Ala Lys Ala Ala Met Ser Ser 
lly Leu Lys Glu val gL Val Gly Leu Lys Gly Thr Gly Ala Gly Arg 
01 « Ser Ala Val Arg Ala Leu He Ser Ser Gly Leu lie Val Ser Val 
lie Arg Asp Oil Thr Pro Val Pro His Asn Gly Cys Arg Pro Arg Lys 



115 I 20 
Arg Arg Arg Val 
130 



(2) INFORMATIONS POUR LA SEQ ID NO: 9 62: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 17 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 927628 .. 928155 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 962: 

Met Ser Asp Ser Ser His Asn Leu Leu Tyr Asn Lys Phe Glu Leu Pro 

Clu ser Val Lys Met Ser Pro Val Glu Gly Ala Val Gly Gly He Asp 
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Lys 


Val 


Ala 


Arg 


Phe 


Val 


Ala 


Asp 


Pro 


Leu 


Glu 


Lys 


Gly Met 


Gly 


His 




35 










40 










45 








Thr 


Leu 


Gly 


Ser 


Ala 


Leu 


Arg 


Arg 


Ala 


Leu 


Leu 


He 


Gly 


Leu 


Glu 


Ala 




50 










55 










60 










Pro 


Ala 


He 


Val 


Ser 


Phe 


Ser 


Met 


Thr 


Gly 


Val 


Leu 


His 


Glu 


Tyr 


Met 


65 










70 










75 










80 


Ala 


Val 


Glu 


Gly 


He 


He 


Glu 


Asp 


Val 


Thr 


Asn 


He 


Val 


Leu 


Asn 


Leu 










85 










90 










95 




Lys 


Gly 


Ser 


Leu 


Leu 


Lys 


Lys 


Tyr 


Pro 


Leu 


Gin 


Asp 


Cys 


Glu 


Gly 


Gly 








100 










105 










110 






Arg 


Cys 


Ser 


Gin 


Lys 


Leu 


Arg 


Ala 


Thr 


He 


Ser 


Val 


Asp 


Ala 


Ser 


Asp 


115 










120 










125 








Leu 


Ala 


Ala 


Ala 


Gly 


Gly 


Gin 


Lys 


Glu 


Val 


Thr 


Leu 


Gly Asp 


Leu 


Leu 




130 










135 










140 










Gin 


Glu 


Gly 


Thr 


Phe 


Glu 


Ala 


Val 


Asn 


Pro 


Glu 


His 


Val 


He 


Phe 


Thr 


145 










150 










155 










160 


Val 


Thr 


Arg 


Pro 


Met 


Gin 


Leu 


Glu 


Val 


Met 


Leu 


Pro 


Ser 


Cys 


Phe 


Trp 








165 










170 










175 





(2) INFORMATIONS POUR LA SEQ ID NO: 9 63: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 22 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

{ i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: 928100 9287 59 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 963: 



Phe 


Leu 


Arg 


Ser 


Arg 


Val 


Gin 


Cys 


Asn 


Leu 


Arg 


Leu 


Cys 


Cys 


Arg 


Val 


1 








5 










10 










15 




Ala 


Phe 


Gly 


Arg 


Gly 


Tyr 


Ser 


Pro 


Ser 


Glu 


Arg 


He 


Val 


Leu 


Glu 


Glu 








20 










25 










30 






Arg 


Gly 


Met 


Asn 


Glu 


He 


Val 


Leu 


Asp 


Ala 


Ala 


Phe 


Ser 


Pro 


Val 


Val 






35 










40 










45 








Leu 


Val 


Asn 


Tyr 


Phe 


Val 


Glu 


Asp 


Thr 


Arg 


Val 


Gly 


Gin 


Asp 


Thr 


Asp 




50 










55 










60 










Phe 


Asp 


Arg 


Leu 


Val 


Leu 


Gin 


Val 


Glu 


Thr 


Asp 


Gly 


Arg 


Val 


Ala 


Pro 


65 






70 










75 










80 


Lys 


Glu 


Ala 


Val 


Ala 


Phe 


Ala 


Thr 


Gin 


He 


Leu 


Ser 


Lys 


His 


Phe 


Ser 








85 










90 










95 




Val 


Phe 


Glu 


Lys 


Met 


Asp 


Glu 


Lys 


Arg 


He 


Val 


Phe 


Glu 


Glu 


Ala 


He 








100 










105 










110 






Ser 


Val 


Glu 


Lys 


Glu 


Asn 


Lys 


Asp 


Asp 


He 


Leu 


His 


Lys 


Leu 


Val 


Leu 






115 










120 










125 








Gly 


He 


Asn 


Glu 


He 


Glu 


Leu 


Ser 


Val 


Arg 


Ser 


Thr 


Asn 


Cys 


Leu 


Ser 


130 










135 










140 










Asn 


Ala 


Asn 


He 


Glu 


Thr 


He 


Gly 


Glu 


Leu 


Val 


He 


Met 


Pro 


Glu 


Pro 


145 










150 










155 










160 


Arg 


Leu 


Leu 


Gin 


Phe 


Arg 


Asn 


Phe 


Gly 


Lys 


Lys 


Ser 


Leu 


Cys 


Glu 


He 








165 










170 










175 




Lys 


Asn 


Lys 


Leu 


Lys 


Glu 


Met 


Lys 


Leu 


Glu 


Leu 


Gly Met 


Asp 


Leu 


Ser 






180 










185 










190 






Gin 


Phe 


Gly 


Val 


Gly 


Leu 


Asp 


Asn 


Val 


Lys 


Glu 


Lys 


Met 


Lys 


Trp 


Tyr 
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200 205 
Ala Glu Lys lie Arg Ser Ser Lys Asn Thr Lys Gly 
210 21b 



(2) INFORMATIONS POUR LA SEQ xD NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 41 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 929222 .. 930244 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 9 64: 
L eu Thr Thr Trp Asp Leu Ala Met Arg II. Val He Asn Gly Phe Gly 
U He Oly Arg Leu Val Leu Arg Gin He Leu Lys Arg Asn Ser Pro 
lie Glu Val Val Ala He Asn Asp Leu Val Ala Gly Asp Leu Leu Thr 
oyr Leu Phe Lys Tyr Asp Ser Thr His Gly Ser Phe Ala Pro Gin Ala 
pL ser Asp Gly Cys Leu Val Met Gly Glu Arg Lys He Arg Phe 
£u Ala Glu Lys Xaa 111 Gin Lys Leu Pro Trp Lys Asp Leu Asp Val 
ASP val Val He Glu Ser Thr Gly Leu Phe Val Asn Arg Asp Asp Ala 
A la Lys His III Asp Ser Gly Ala Lys Arg Val Leu He Thr Ala Pro 
A la Lys HI A sp Val Pro T f Phe Val Met Gly Val Asn His Gin Gin 
Phe Asp Pro Ala Asp Val He He Ser Asn Ala Ser Cys Thr Thr Asn 
Cys Leu Ala Pro Leu fla Lys Val Leu Leu Asp Asn Phe Gly He Glu 
01U Oly Leu Met Thr Thr Val His Ala Ala Thr Ala Thr Gin Ser Val 
Val Asp Gly Pro Ser Arg Lys Asp Trp Arg Gly Gly Arg Gly Ala Phe 
Gin Asn He He Pro Ala Ser Thr Gly Ala Ala Lys Ala val Gly Leu 
cys Leu Pro Glu Leu Lys Gly Lys Leu Thr Gly Met Ala Phe Arg Val 
pfo Val Ala Asp Val III Val Val Asp Leu Thr Val Lys Leu Ser Ser 
Ala Thr Thr Tyr III Ala lie Cys Glu Ala Val Lys His Ala Ala Asn 
Th r ser Met Lys Asn He Met Tyr Tyr Thr Glu Glu Ala Val Val Ser 
S er Asp ^e He Gly Cys Glu ^r Ser Ser He Phe As P Ala Gin Ala 

290 » ll„ Ph* Phe Lvs Leu Val Ala Trp Tyr Asp 

Gly Val Ala Leu Asn Asp Arg Phe Phe l^ys 32Q 

305 310 



1654 



Asn Glu lie Gly Tyr Ala Thr Arg lie Val Asp Leu Leu Glu Tyr Val 

325 330 335 

Gin Glu Asn Ser Lys 
340 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 65: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 145 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: 93 0222 93 0656 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 9 65: 



Ser 


Thr 


Tyr 


Lys 


Lys 


Thr 


Leu 


Asn 


Lys 


Gly 


Ser 


Phe 


Val 


Tyr 


Phe 


Thr 


1 








5 










10 










15 




Arg 


Asp 


Pro 


Val 


He 


Glu 


Thr 


Val 


He 


Thr 


Ser 


Arg 


Glu 


Gly 


Tyr 


Lys 




20 










25 










30 






Leu 


Ser 


lie 


Arg 


Asn 


Ser 


Lys 


His 


Leu 


Ser 


Gin 


Asp 


Pro 


Phe 


Val 


Val 






35 










40 










45 








Glu 


Ala 


lie 


Glu 


Val 


Val 


Arg 


Leu 


Gly 


Gly 


Thr 


Ser 


Phe 


Phe 


Arg 


Asn 




50 










55 










60 










Cys 


Asp 


His 


Ser 


Lys 


Pro 


Phe 


Leu 


Leu 


Pro 


Ala 


Ser 


Asp 


Tyr 


Glu 


Val 


65 








70 










75 










80 


Met 


Glu 


He 


Arg 


Asp 


Ala 


Lys 


He 


Asn 


Leu 


Lys 


Ala 


Val 


Gly 


Leu 


Asp 










85 










90 










95 




Arg 


Gly 


Val 


Lys 


He 


Val 


Gly 


Ser 


Arg 


Glu 


Ala 


Leu 


Leu 


Lys 


Met 


Pro 






100 










105 










110 






Lys 


Val 


Ala 


Pro 


He 


Val 


Ser 


Val 


Ser 


Glu 


Asp 


Asn 


Thr 


He 


Val 


Ser 




115 










120 










125 








Glu 


Glu 


Glu 


Val 


Val 


Ala 


Asp 


Ser 


Thr 


Val 


Ala 


Leu 


Pro 


Leu 


Leu 


His 



130 135 140 



Leu 
145 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 66: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 157 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 93 0608 93 1078 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 966: 

Arg Arg Gly Ser Cys Arg Leu Tyr Cys Cys Thr Pro Ala Ser Thr Pro 

15 10 15 

Val Ala Pro Met Ser Lys Lys Glu Arg Arg Lys Glu Phe Lys Asn Glu 



• 
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w , TrP W s «p L ys w W «Y «» " g f 5 n S " Ws G1U 

H. Al. A»P Al» V,! Gly s« s.r Gin ol» M.t II. Asp «* V.X Al. 

olu l°iu cys Leu Gin Glu s.r s.r S.r olu Glu Gly Asp Ph. s.r Glu 
S. Ar g Phe S.r Leu 1L Pro «. Pro Thr «, Leu He s.r Asp Gly 
Pro G1 u Glu Pro £» Glu Glu s.r Gin Pro V,! Thr S.r V.l Asp L,u 

100 » 11a vpu Val Ser Glu Ser Cys Asn Val He Glu 
Asn Glu Ser Leu Asn Ala Leu Val ser 1*1 x ^ 

ser He Leu Ala Asp Glu Asp Thr Val Val Phe Thr Lys Glu Lys Asp 
Gin inr Ala Glu Glu Ser "in Glu Gin Pro Ser Phe His 



145 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 100 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 93 13 67 .. 93 1666 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 967: 

Phe lie Asp Glu Glu Ser Tyr Leu Thr Trp Gly He Ser Leu Met Trp 

Lu Trp Ser Leu Val Lys Leu Arg Leu Leu Ser Leu Leu Arg Phe Arg 

Lys val Arg 2a Phe Thr Ser Pro Asp Gin Tyr Glu Glu Tyr ser Arg 

ser Met Leu Gin Leu Phe Cys Leu Trp Lys Asp Sjr Asp He Val Glu 

Trp G°iu Asn Thr cys Gin Met Leu Phe Gly Val Cys ser Lys Met ser 

Su val cys Leu Glu Thr Arg Ser Arg Cys Lys Ser Asn Leu Arg Val 

85 90 



Lys Asn Asn His 
100 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 137 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 931549 931959 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 9 68: 



Tvr 


Cvs 


Gly 


Met 


Gly 


Glu 


Tyr 


Leu 


Ser 


Asp 


Val 


Val 


Trp 


Cys 


Leu 


Phe 


1 








5 










10 










15 




Lys 


Asn 


Glu 


Arg 


Ser 


Leu 


Leu 


Arg 


Asn 


Lys 


Lys 


Gin 


Met 


Gin 


He 


Gin 






20 










25 










30 






Ser 


Ala 


Ser 
35 


Lys 


Glu 


Gin 


Ser 


Leu 
40 


Ala 


Glu 


Trp 


Glu 


Gin 
45 


Gin 


Val 


Cys 


Glu 


Leu 


Lys 


Ser 


Gin 


Leu 


Ala 


Ser 


Gin 


Glu 


Asn 


Ala 


Asn 


Gin 


Gin 


Glu 




50 








55 










60 










He 


Ser 


Lys 


Leu 


Gin 


Ala 


Glu 


Asn 


His 


Trp 


Leu 


Gin 


Asn 


Arg 


Leu 


Ala 


65 








70 










75 










80 


Glu 


Lys 


Leu 


Gin 


Gin 


Ala 


Arg 


His 


Gin 


Asn 


Asp 


Val 


He 


Asp 


Glu 


Leu 








85 










90 










95 




Lys 


Arg 


Asp 


Leu 


Val 


Glu 


Ser 


Val 


Gin 


Gin 


Met 


Glu 


Val 


Ser 


Glu 


Gly 


100 










105 










110 






Arg 


Arg 


Leu 
115 


Cys 


Tyr 


Glu 


His 


Lys 
120 


He 


Arg 


Val 


Leu 


Glu 
125 


Glu 


Gin 


He 


Asp 


Arg 
130 


Phe 


Leu 


Ala 


Lys 


Glu 
135 


Glu 


Val 

















(2) INFORMATIONS POUR LA SEQ ID NO: 969: 

<i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 17 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 932070 932579 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 969: 



Met 


Ala 


Asp 


Leu 


He 


Met 


Gly 


He 


Asp 


Pro 


Gly 


Thr 


Leu 


Val 


Cys 


Gly 


1 






5 










10 










15 




Tyr 


Ala 


Leu 


He 


Lys 


Val 


Glu 


Asn 


Arg 


Tyr 


His 


He 


His 


Pro 


His 


Ser 






20 










25 










30 






Phe 


Gly 


Lys 


Val 


Lys 


Leu 


Ser 


Gin 


Lys 


Leu 


Ala 


Leu 


Ala 


His 


Arg 


Tyr 




35 










40 










45 








Lys 


Gin 


Leu 


Phe 


Thr 


Glu 


He 


Ser 


Thr 


He 


Leu 


Gin 


Gin 


Glu 


Ser 


Pro 


50 










55 










60 










Lys 


Ala 


Val 


Val 


Leu 


Glu 


Thr 


Gin 


Tyr 


Val 


His 


Lys 


Asn 


Pro 


Gin 


Ser 


65 










70 










75 










80 


Thr 


He 


Lys 


Leu 


Gly 


Met 


Ala 


Arg 


Gly 


Val 


Leu 


Leu 


Leu 


Ala 


Ala 


Ser 










85 










90 










95 




Leu 


Gin 


Asp 


Val 


Pro 


Val 


Phe 


Glu 


Tyr 


Ala 


Pro 


Asn 


Thr 


Ala 


Lys 


Lys 








100 










105 










110 






Ala 


Ala 


Val 


Gly 


Lys 


Gly 


Asn 


Ala 


Ser 


Lys 


Lys 


Gin 


Val 


Gin 


Leu 


Met 






115 










120 










125 








Val 


Ser 


Lys 


Leu 


Leu 


Arg 


Val 


Pro 


Asp 


Leu 


Leu 


Ala 


Glu 


Asp 


Asn 


Glu 




130 








135 










140 










Asp 


He 


Ala 


Asp 


Ala 


Phe 


Ala 


Leu 


Ala 


Met 


Cys 


His 


Ala 


His 


Leu 


Ala 


145 










150 










155 










160 


Pro 


Tyr 


Gin 


Asp 


Leu 


Lys 


Lys 


Thr 


Leu 


Val 















1657 



165 170 



(2) INFORMATIONS POUR LA SEQ ID NO : 97 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 200 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(Viii) POSITION DANS LE GENOME: 932602 .. 933201 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 970: 
Met Tyr Glu Tyr He Lys Gly Thr Leu Thr His He Asp oly Ser Tyr 
val val lie Glu ser Phe Gly He Gly Tyr Ala He Met Leu Ser Glu 
Arg Phe Leu Val Asp Leu Arg Ala Phe Met His Gin Glu Val Leu He 
Tyr Val His Ser Val He Arg Su Thr Glu His Val Leu Tyr Gly Phe 
ser ser Arg Ala Glu Arg Glu Cys Phe Arg Leu Leu He Ser Phe Ser 
Oly He Gly Pro Lys Thr Gly Leu Ser lie Leu Asn Met Phe Pro Leu 
Gln Glu Leu cys ser He Ala Arg Leu Glu Asn Val Lys Ala He Ala 
ser Val Pro ciy He Gly Lys Lys Thr Ala Glu Lys Leu Met Val Asp 
L eu Lys "in Lys Leu Pro Thr Leu Met Pro Leu Tyr Leu Glu Glu Pro 
Val Va? Pro Ser Ser Thr Ala Asn Ser Ser Phe Lys Glu Gly He Gly 
Ala Leu Met Asn Leu Gly Phe Ser Arg Leu Ala Ala Asp Arg Met Met 

Thr Glu Ala Val Lys Glu Leu Ser Glu Glu Ala Ser Val Ala Glu Leu 

180 18b 
Leu Pro He Ala Leu Arg Lys Ser 
10* 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 971: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 86 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(Viii) POSITION DANS LE GENOME: 9333 64 .. 933 621 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 971: 
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Met 


Glu 


Gin 


Thr 


Leu 


Ser 


He 


He 


Lys 


Pro 


Asp 


Ser 


Val 


Gly 


Lys 


Ala 


1 








5 










10 










15 




His 


lie 


Gly 


Glu 


He 


He 


Ala 


He 


Phe 


Glu 


Lys 


Ser 


Gly 


Leu 


Arg 


He 






20 










25 










30 






Ala 


Ala 


Met 


Lys 


Met 


Val 


His 


Leu 


Ser 


Val 


Lys 


Glu 


Ala 


Glu 


Gly 


Phe 






35 










40 










45 








Tyr 


Val 


Val 


His 


Lys 


Glu 


Arg 


Pro 


Phe 


Phe 


Gin 


Glu 


Leu 


Val 


Asp 


Phe 


50 










55 










60 










Met 


lie 


Ser 


Gly 


Pro 


Val 


Val 


Val 


Met 


Val 


Leu 


Gin 


Gly Glu 


Asn 


Leu 


65 








70 










75 










80 


Ser 


Pro 


Val 


Thr 


Glu 


Ser 























85 



(2) INFORMATIONS POUR LA SEQ ID NO: 972: 

<i) GARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 88 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

{ i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 933522 .. 933785 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 972: 



Arg 


Glu 


Thr 


Phe 


Phe 


Pro 


Arg 


Thr 


Gly 


Arg 


Leu 


Tyr 


Asp 


Leu 


Trp 


Ser 


1 








5 










10 










15 




Cys 


Cys 


Ser 


Asn 


Gly 


Thr 


Ala 


Arg 


Gly 


Lys 


Pro 


Val 


Ala 


Arg 


Asn 


Arg 




20 










25 










30 






Glu 


Leu 


Met 
35 


Gly 


Ala 


Thr 


Asn 


Pro 
40 


Lys 


Glu 


Ala 


Ala 


Glu 
45 


Gly 


Ser 


He 


Arg 


Ala 


Leu 


Phe 


Gly 


Glu 


Ser 


He 


Gly 


Val 


Asn 


Ala 


Val 


His 


Gly 


Ser 


50 










55 










60 










Asp 


Ser 


Leu 


Glu 


Asn 


Ala 


Ala 


He 


Glu 


Val 


Ser 


Tyr 


Phe 


Phe 


Ala 


Lys 


65 










70 










75 










80 


Thr 


Glu 


Val 


Val 


Asn 
85 


Ser 


Val 


Ala 



















(2) INFORMATIONS POUR LA SEQ ID NO: 973: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 233 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 933 848 934546 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 973: 

Met Leu He Asn Cys Val Phe Val His Cys Glu Gly Leu Pro He Phe 

1 5 10 15 

Lys Gin Leu Gin Leu Glu Glu Ala Leu Leu Arg Thr Ser Ser Gin Asn 
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25 



30 



Phe Cys Leu Val Asn Thr His Leu Pro Olu Ala Val Val Leu Gly He 
ser Arg Lys Pro Glu Arg Asp Leu His Val Olu His Leu Lys Clu Asp 
Gly Tie Pro He He Arg Arg Tyr Ser Gly Gly Gly Thr Val Phe Leu 
fsp Ala Asp Ser Leu Met Val Ser Trp lie He Asn Ser Pro Thr Pro 
Ser Pro Ser Ser Lys Asp Leu Leu Gin Trp Thr Gin Asp lie Tyr Ala 
Pro lie Phe Pro Thr Gly Phe Lys He Thr Glu Asn Asp Tyr Thr Phe 
L eu Asp Lys Lys He Gly Gly Asn Ala Gin Tyr He Gin Lys Tyr Arg 
Trp vfl His His Thr Thr III Phe Trp Asn Met Asn Pro Lys Lys Leu 



III Arg Tyr Leu Pro Tnr Pro Glu He Gin Pro Ser Tyr Arg Gin Asn 



Arg ser His Asp G 6 lu Phe Leu Thr Thr He Tyr Glu Leu Phe Asp Ser 



170 



185 

Mg El „ « HI L.u s„ 0!n L« W «- « »!. »£ se, Lys Met 



200 



val Trp Glu Gin Gly Ser He Gin Thr Leu Thr Pro Met Leu Ser Leu 



10 215 
Pro His Arg Lys Ala Thr Gin He Leu 
225 230 

(2) INFORMATIONS POUR LA SEQ ID NO: 974: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 610 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vii i) POSITION DANS LE GENOME : complement ( 934539 .. 936368) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 974: 
Met Trp Thr Phe Pro Val Asp Tyr Asp Val He Val He Gly Ala Gly 
His Ala Gly cys Glu Ala Ala Tyr Cys Ala Ala Lys Met Gly Ala Ser 
Val Leu Leu Leu Thr Ser Asn Leu Asp Thr lie Ala Lys Leu Ser Cys 
Asn Pro Ala Val Gly Gly He Oly I*, oly His lie Val Arg Glu He 
Asp A°ia Leu Gly Gly He Met Ala Glu He Thr Asp Leu ser Gly lie 
Gin Phe Arg He Leu Asn Gin Thr Lys Gly Pro Ala Val Arg Ala Pro 
Arg Ala Gin Val Asp Lys Gin Leu Tyr His He His Met Lys Arg Leu 

Leu Glu Gin va°i Pro Gly Leu His He Met Gin Gly Thr Ala Glu Ala 

115 120 
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Leu Leu Asp Asn Gly Glu Lys Val Leu Gly Val Ser Thr Lys Glu Gly 

130 135 140 

Trp Ala Tyr Leu Gly Lys Thr Val Val Leu Ser Ser Gly Thr Phe Met 
145 150 155 160 

Arg Gly Leu lie His lie Gly Thr Gin Asn Phe Ser Gly Gly Arg Leu 

165 170 175 

Gly Asp Ala Ala Ser Leu Gly Leu Ser Glu Asp Leu Lys Arg Leu Gly 

180 185 190 

Phe Pro Leu Gly Arg Leu Lys Thr Gly Thr Pro Ala Arg Leu Leu Ala 

195 200 205 

Ser Ser lie Asp Phe Ser Val Met Glu Glu Gin Pro Gly Asp His Asn 

210 215 220 

Val Cys Phe Val His Arg Asn Glu Met Phe Val Pro Thr Leu Pro Gin 
225 230 235 240 

Val Ser Cys His lie Thr His Thr Thr Asp Gin Thr Lys Asp Leu lie 

245 250 255 

Thr Lys Asn Leu His Arg Ser Ala Leu Tyr Gly Gly Arg lie Glu Gly 

260 265 270 

Val Gly Pro Arg Tyr Cys Pro Ser lie Glu Asp Lys lie Val Lys Phe 

275 280 285 

Ala Asp Lys Asp Arg His His lie Phe lie Glu Pro Glu Gly Leu Asn 

290 295 300 

Thr Gin Glu Val Tyr Val Asn' Gly Leu Ser Thr Ser Met Pro Phe Asp 
305 310 315 320 

Val Gin Tyr Asp lie lie Arg Ser Val Ser Gly Leu Glu Asn Ala lie 

325 330 335 

lie Thr Arg Pro Ala Tyr Ala lie Glu Tyr Asp Tyr Val His Gly Asn 

340 345 350 

Val lie Phe Pro Ser Leu Glu Ser Lys Leu lie Glu Gly Leu Phe Leu 

355 360 365 

Cys Gly Gin lie Asn Gly Thr Thr Gly Tyr Glu Glu Ala Ala Ala Gin 

370 375 380 

Gly Leu lie Ala Gly Val Asn Ala Val Asn Lys Val Leu Arg Arg Pro 
385 390 395 400 

Pro Phe Val Pro Ser Arg Gin Glu Ser Tyr lie Gly Val Met Leu Asp 

405 410 415 

Asp Leu Thr Thr Gin Val Leu Asp Glu Pro Tyr Arg Met Phe Thr Ser 

420 425 430 

Arg Ala Glu His Arg Leu Leu Leu Arg Gin Asp Asn Ala Gly Met Arg 

435 440 445 

Leu Ser His Tyr Gly His Ser Leu Gly Leu Leu Ser Ser Glu Arg Tyr 

450 455 460 

Ala Met Phe Gin Glu Gin Lys Ala Cys lie Glu Gin Glu Lys Glu Arg 
465 470 475 480 

Leu Ser Lys Thr Phe Arg Lys Tyr Gly Asp Thr Val Val Pro Leu Thr 

485 490 495 

Arg Val Leu Cys Arg Pro Glu Val Ser Tyr Gin Gin Leu Leu Thr Glu 

500 505 510 

Phe Pro Ala Asp Val Arg Asp Leu Gly Pro lie Val Gly Ala Ser Leu 

515 520 525 

Glu Met Glu lie Lys Tyr Ser Gly Tyr lie Ser Arg Gin Gin Thr Leu 

530 535 540 

lie Arg Ser Met Glu Arg Ser Glu Asn lie Ser lie Pro Glu Asp lie 
545 550 555 560 

Asp Tyr His Ser lie Ser Ala Leu Ser Leu Glu Ala Arg Glu Lys Leu 

565 570 575 

Ser Lys Phe Thr Pro Arg Thr lie Gly Ser Ala Ala Arg lie Ser Gly 

580 585 590 

lie Ser Val Ala Asp lie Gin Val Leu Met Val Ser Leu Lys Lys Asp 
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595 



600 



605 



Ala His 
610 



(2) INFORMATIONS POUR LA SEQ ID NO: 975: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 466 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 93 6666 93 8063 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 975: 

Lys Pro Gin Pro Thr Gin Leu Leu Ser Leu Pro Asn Ser Lys Glu Ser 

Glu Met lie Val Leu Gly Cys Met Leu ^hr Ser Val Asn His Leu Asn 

25 • 4U 



Leu Ala Ala Asn Leu Leu Gin Glu Asp Asp Phe Tyr Phe Leu Glu His 

Arg lie lie Phe Arg Val Leu Gin Asp Ala Phe Lys Ser Asp Arg Pro 

Met Asp Pro His Leu Thr Gly Glu Glu Leu Lys Arg Arg Asp Gin Leu 

Asn lie He Gly Gly Pro ser Tyr Leu lie Thr Leu ser Glu Phe Ala 

85 90 
Gly Thr Ser Ala Tyr lie Glu Glu Tyr Ala Glu He He Arg Ser Lys 

100 105 
ser lie Leu Arg Lys Met He Gin Ala Ala Lys Asp He Glu Lys Lys 

Ala Ala Glu Glu Pro Arg Asp Val Thr Thr Ala Leu Asp Asp Ala Gin 
130 135 140 

Leu Phe Arg 

III Val Ala Asp Lys Leu Lys Gly Val Ala ser ser Lys Asp Lys Ser 

Phe Leu Leu Ala III Gin Glu Arg Gin Glu Ala Phe Gin Ala Ser Ala 

185 iyu 



Asn III Leu Phe Arg He Ser Gin Thr Thr Asn Leu Ala Pro Tyr Val 



180 — " ~ 

His Asp Ser Ser Ser Pro Met Leu Ser Gly Phe Pro Thr His Phe Leu 



Asp Leu Asp Arg Met He Ser aly Phe Ser Pro Ser Asn Leu He He 

Leu III Ala Arg Pro Ala Met Gly Lys Thr Ala Leu Ala Leu Asn He 

III Glu Asn Phe Cys III Asp Ser Arg Leu Pro Val Gly He Phe Ser 

245 250 
Leu Glu Met Thr Val Asp Gin Leu lie His Arg He He Cys Ser Arg 

Ser Glu Val III Ala Lys Lys lie III Val Gly Asp He Ser Gly Arg 



200 



205 



275 280 285 



Asp Phe Gin Arg Val Val Ser Val Val Arg Glu Met Glu Glu His Thr 
Leu III He Asp Asp Tyr Pro Gly Leu Lys He Thr Asp Leu Arg Ala 
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Arg Ala Arg Arg Met Lys Glu Ser Tyr Asp lie Gin Phe Leu Val lie 

325 330 335 

Asp Tyr Leu Gin Leu lie Ser Ser Ser Gly Asn Leu Arg Asn Ser Asp 

340 345 350 

Ser Arg Asn Gin Glu lie Ser Xaa lie Ser Arg Met Leu Xaa Asn Leu 

355 360 365 

Ala Arg Glu Leu Asn lie Pro lie Leu Cys Xaa Ser Gin Leu Ser Arg 

370 375 380 

Glu Val Glu Asp Arg Ala Asn His Arg Pro Leu Met Ser Asp Leu Arg 
385 390 395 400 

Glu Ser Gly Ser lie Glu Gin Asp Ala Asp Gin lie Met Phe Leu Leu 

405 410 415 

Arg Arg Glu Tyr Tyr Asp Pro Asn Asp Lys Pro Gly Thr Ala Glu Leu 

420 425 430 

lie Val Ala Lys Asn Arg His Gly Ser lie Gly Ser lie Gin Leu Val 

435 440 445 

Phe Glu Lys Asp Phe Ala Arg Phe Arg Asn Tyr Ala Gly Cys Glu Phe 

450 455 460 

Pro Gly 
465 



(2) INFORMATIONS POUR LA SEQ ID NO : 97 6: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 187 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 938538 93 9098 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 97 6: 



Tyr 


Val 


Ser 


Leu 


Arg 


Trp 


Arg 


Leu 


Arg 


He 


Phe 


Lys 


Thr 


Ser 


Phe 


Arg 


1 








5 










10 










15 




He 


Asn 


Val 


Met 
20 


Arg 


Gin 


Phe 


Cys 


Asn 
25 


Leu 


Leu 


Ser 


Leu 


Ser 
30 


Arg 


Val 


Trp 


Leu 


Ala 


Leu 


Leu 


Phe 


Cys 


Gin 


Glu 


Arg 


He 


He 


Thr 


Arg 


Leu 


Leu 




35 










40 










45 








Val 


He 
50 


Phe 


Ala 


Ala 


Met 


Val 
55 


Ser 


Asp 


Val 


Leu 


Asp 
60 


Gly 


Tyr 


Leu 


Ala 


Arg 


Arg 


Tyr 


Asn 


Ala 


Thr 


Ser 


Arg 


Leu 


Gly 


Ser 


He 


Leu 


Asp 


Pro 


Ala 


65 








70 










75 










80 


Thr 


Asp 


Lys 


He 


Phe 


Phe 


Leu 


He 


Cys 


Val 


Gly 


Val 


Leu 


Phe 


Trp 


Glu 








85 










90 










95 




Asn 


Ser 


Leu 


Gly 
100 


Leu 


Thr 


His 


Leu 


Ala 
105 


Leu 


He 


Phe 


Ser 


Arg 
110 


Asp 


He 


Phe 


Leu 


Val 
115 


Phe 


Phe 


Gly 


Phe 


Tyr 
120 


Leu 


Ser 


Trp 


Val 


Arg 
125 


Gly 


Trp 


Lys 


Gly 


Tyr 
130 


Asp 


Tyr 


Arg 


Ala 


Leu 
135 


Ser 


Phe 


Gly 


Lys 


Phe 
140 


Phe 


Thr 


Val 


Val 


Gin 


Phe 


Phe 


He 


Leu 


Phe 


Gly 


Val 


Thr 


He 


Gly 


Met 


Glu 


He 


Pro 


Val 


145 










150 










155 










160 


Leu 


Trp 


Leu 


Ala 


Pro 


Leu 


Val 


He 


Leu 


Gly 


Ala 


Leu 


Tyr 


Phe 


Leu 


Glu 








165 










170 










175 




Arg 


Val 


Leu 


Asp 


Tyr 


Arg 


Arg 


His 


Cys 


Leu 


Glu 
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180 



185 



(2) INFORMATIONS POUR LA SEQ ID NO: 977: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 53 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(Viii) POSITION DANS LE GENOME: 939329 .. 940933 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 977: 

Asn Pro Phe Arg Ser Ser Gly Asp Xaa Phe Phe Pro lie Tyr Arg Ser 

Glu Phe Ser Lys Phe He Pro Leu Phe Phe Leu Ala Phe Phe Val Gly 

Val Asn Tyr 2a Leu Leu Lys Thr Thr Lys Asp Ser Leu Val Leu Val 

Gly ser Arg Ala Gly Ala Glu Val He Pro Phe Leu Lys Val Trp Gly 

lie Val Pro Gly Ala val lie Val Thr Met II. Tyr Gly Trp Met ser 

Arg Arg Tyr Ser Arg lly Thr Val Phe lie Ser Leu Val Gly Gly Phe 

85 90 



Leu Gly Phe Phe Ala Leu Phe Ala Thr Val He Tyr Pro lie Gly Asp 



Ala Leu His Leu Asn Lys Leu Ala Ala Lys Leu Gin Ser He Leu Pro 
Pro Gly HI Arg Gly Phe Val vll Met Val Gin Tyr Trp Ser Tyr Ser 



Leu Tyr Tyr Val Met Ser Glu Leu Trp Ser Ser Val Val Leu Ser Thr 



135 



150 155 



III Phe Trp Gly Val Ala Asn His lie Thr Ser Val Arg Glu Ala Gly 



Arg Phe Tyr Ala III He Asn Thr Gly Leu Asn Leu Ser Ser Val Phe 



Ala Gly Glu Va°i Ser Leu Trp Leu aly Arg Ser Pro Val He Ala Phe 



185 



Pro Met Ala Val Asp Pro Trp hIs Glu Met Leu Leu Asn He Thr Leu 



200 



Leu fie Val Leu Ala Gly aly Val He Leu Tyr Leu Tyr Gin Lys Leu 



215 



220 



230 



235 



asp Arg Leu Met Asp Glu Thr Ser Met Leu Glu Glu Gly Leu Ala Ala 



Glu Met Ser Val III Gin Leu Lys Lys Glu Lys Lys Arg Ser Lys Ala 



Lys Ala Lys Ser Leu Phe Ala Leu Leu Leu Arg Ser Arg Tyr Leu Leu 



265 



280 



Gly He Vll Val Val Val Leu Ser Tyr Asn Leu Val He His Leu Phe 

oon 295 -5UU 

Glu Val val Trp Lys Asp Gin Val Cys Arg He Tyr Ala Ser Arg Val 

c 310 
III Phe Asn ser Tyr Met Ser Arg He Thr Thr Leu Thr Gly lie Val 
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Ser Ala Leu Ala Gly lie Phe Ala Ala Gly Gin Thr lie Arg Arg Trp 

340 345 350 

Gly Trp Thr Val Gly Ala Leu Val Pro Pro Leu Thr lie Leu lie Thr 

355 360 365 

Gly Ala Leu Phe Phe Gly Ala lie Tyr Ala Val Lys Gly Asp Ala Met 

370 375 380 

lie Phe Gly Gly lie Leu Gly lie Ser Pro Leu Val Leu Thr Ala Trp 
385: 390 395 400 

Leu Gly Gly Val Gin Asn Val Phe Ser Arg Ala He Lys Phe Thr Tyr 

405 410 415 

Phe Asp Gin Thr Lys Glu Met Ala Phe He Pro Leu Glu Asp Asp Glu 

420 425 430 

Lys Asn Tyr Gly Lys Ala Ala He Asp Gly Val He Ser Arg Val Gly 

435 440 445 

Lys Ser Gly Gly Ser Leu Val Tyr Gin Gly Leu Leu He He Phe Ser 

450 455 460 

Ser Val Ala Ala Ser Leu Asn Ala He Thr He Val Leu Leu Leu Ala 
465 470 475 480 

Leu Gly Ser Trp He Phe Val He Ala Trp Leu Gly Arg Glu Tyr Thr 

485 490 495 

Ala Lys Thr Glu Thr Leu Val Arg Val Asn Ala Ser Glu Glu Asp Val 

500 505 510 

Leu Gin Glu Glu Arg Glu Ala Ser Ser Leu Val Asp Ala Glu Ser Arg 

515 520 525 

Glu Glu Pro Ala Thr Thr Leu 
530 535 



(2) INFORMATIONS POUR LA SEQ ID NO: 978: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 331 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 941076 942068 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 978: 



Met 


Lys 


Asn 


Phe 


Phe 


Arg 


Phe 


Leu 


Leu 


Lys 


Gly 


Phe 


Leu 


Ser 


Ala 


Cys 


1 






5 










10 










15 




Gly 


Leu 


Phe 


Leu 


Gly 


Val 


He 


Gly 


Ala 


Ala 


Gly 


Phe 


He 


Phe 


Val 


Leu 






20 










25 










30 






Ser 


Ala 


Ser 


Val 


Leu 


Gly 


Ala 


Gly 


Asp 


Gly 


Val 


Leu 


Phe 


Val 


Asn 


Phe 






35 










40 










45 








Pro 


Asn 


Ala 


Gin 


Gly 


Val 


Val 


Gin 


Glu 


Leu 


Gly 


Lys 


Thr 


Ala 


Pro 


He 




50 










55 










60 










He 


Ala 


Val 


He 


Asp 


He 


Asn 


Asp 


Ala 


He 


He 


Ala 


Ser 


Ser Gly Ala 


65 








70 










75 










80 


Ala 


Lys 


Arg 


Leu 


Gin 


Ser 


Ala 


Leu 


Gin 


Pro 


Leu 


Asn 


Glu 


Ala 


Pro 


Tyr 






85 










90 










95 




Lys 


Gly 


Arg 


Val 


Lys 


Gly 


He 


Leu 


Val 


Lys 


He 


Asp 


Cys 


Pro 


Gly 


Gly 




100 










105 










110 






Glu 


Val 


Phe 


Glu 


He 


Asp 


Arg 


Met 


Cys 


Ala 


Thr 


Leu 


Ser 


Phe 


Trp 


Lys 






115 










120 










125 








Lys 


Gin 


Trp 


Gly 


He 


Pro 


Val 


His 


Val 


Phe 


Val 


Ser 


Gly 


Leu 


Cys 


Ala 
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Ser Gly Gly Tyr Tyr Val Tla Cys He Ala Asp Lys He Gly Thr Thr 



135 140 



Ser ser Ser Leu He Gly Ser lie Gly Val Arg Ser Gly Pro Tyr Phe 



150 



155 



Asn Val Lys Glu Gly Leu Gin Arg His Gly Val Glu Thr Ala He Leu 



170 



17 5 



Thr Ala Gly Asp Asp Lys Ala Pro Leu Asn Pro Phe Ser Ser Trp Thr 



185 



Glu Glu Glu Tyr Ala Glu Arg Gin Gly He Val Asp Ala Phe Tyr Glu 



200 



205 



215 



220 



Gin Phe val Asp His Val Val Lys Tyr Arg Ser Lys Leu ser Lys Glu 



lys Leu Thr Lys Val Leu Gly Ala Arg Val Phe He Ala Lys Gin Ala 



230 



Leu Glu Glu Gly Leu Val Asp Ala He Asn Gin Thr Gin Glu Gin Ala 



250 



Leu Glu Glu Leu Ala Glu Ala cys Gly He Lys Asp Asn Tyr Arg Val 



265 



lie Gly III Gly Ser Gly His Phe Leu Lys Arg Phe Ser Ser Tyr Leu 

29 5 

Ser Asn Ser Pro Leu Val Thr Gly Lys Leu Gin 

^ 310 o l-> 

isp Gin Gin Gin Lys Ser Leu Trp Tyr Met Gly 



280 



285 



Ser Asn Ser Pro Leu Val Thr Gly Lys Leu Gin Val Thr Ala Leu Pro 
305 310 315 



325 



(2) INFORMATIONS POUR LA SEQ ID NO: 97 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 866 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 942088 .. 944685 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 979: 

Met Lys Lys Leu Phe Val Leu Asp Val Ser Gly Phe Val Phe Arg Ala 

Tyr Phe Ala Leu Pro Glu Met Arg Gly Pro Asn Gly Glu Ser Thr Gin 

Xaa Val Phe lly Phe He Arg Ser Leu Asp Lys Leu He Lys Asp Leu 

Ser Pro Glu Tyr Val Val Ala Val Phe Asp Gly Pro Asn Asn Lys Gin 

Ser Arg Gin Glu Leu Tyr Ala Asp Tyr Lys ser Asn Arg Asp Arg Gin 

Leu Glu Asp Leu Pro o!u Gin He Arg Leu Val Lys Gin Tyr Cys Glu 

Leu Leu Gly lie Ser Cys Leu Glu Glu lys Gly Val Glu Ala Asp Asp 

105 1XU 



Val lie Ala Ser lie Thr Lys Lys Ala Val Ala Asp Gly Phe Glu Val 
Cys lie Cys Thr Ala Asp Lys Asp Leu Leu Gin Leu Val Ser Ser Arg 



nq 140 
130 135 
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Val Ser Val Phe Asn Pro Trp Lys Glu Gin Glu lie Gin Tyr Asn Glu 
145 150 155 160 

Val Leu Leu Gin Phe Gly Val Pro Pro Glu Gin lie Ala Asp Tyr Leu 

165 170 175 

Ala Leu Val Gly Asp Ser Ser Asp Asn lie Pro Gly Val Ser Gly Cys 

180 185 190 

Gly Pro Lys Lys Ala Gin Ala Leu Leu Lys Glu Phe Gin Ser Val Glu 

195 200 205 

Glu Leu Val Ala Asn Thr Glu Arg Leu Ser Gly Lys Thr Lys Gin Met 

210 215 220 

lie Glu Asp Gin Lys Glu Thr Leu Leu Leu Ser Lys Arg Leu Ala Thr 
225 230 235 240 

Leu His Met Asp Leu Ala Phe Pro Leu Thr Thr Glu Glu Phe Ala Phe 

245 250 255 

Ser Pro Gin Ala lie Asp Ser Ala Gin Leu Asn Thr Phe Tyr Leu Gin 

260 265 270 

His Gly Phe Lys Ala Leu Val Lys His Ser Glu Thr Ala Thr Ser Ser 

275 280 285 

lie Ala Val Gin Thr Val Thr Asp Pro Val Thr Leu Lys Thr Val Leu 

290 295 300 

Glu Gin Leu Lys Gly Gly Glu Val Gly Tyr Cys Ala Ala Tyr Thr Gly 
305 310 315 320 

Glu His Leu Pro Ser Leu Gin Leu His Gly Val Ala Leu Ala Gly Ala 

325 330 335 

Asn Gin Val Phe Tyr lie Glu Val Ser Gly Val Gin Glu lie Ala Leu 

340 345 350 

Leu Lys Asp Phe Phe Ala Asp Lys Ala Thr Gin Phe Phe Gly Tyr Arg 

355 360 365 

Ser Lys Arg Asp Asn His Ala Leu Arg Asn Ser Gly lie Asp Val His 

370 375 380 

Val Thr Ala Asp Leu Val Leu Ala Glu His Leu Val Ser Gly Gly Ala 
385 390 395 400 

Lys lie Ser Phe Gin Thr Leu Leu Met Glu Ser Gly His lie Gin Glu 

405 410 415 

Ala Val Phe Phe Ser Lys Glu Trp Gly Ala Gly Ser Leu Pro Val Gin 

420 425 430 

Ser Leu Pro Arg Asp Pro Ala Gin Tyr Phe Gly Met Phe Ala Ser Lys 

435 440 445 

Leu Leu Ala lie Lys Asn Tyr Leu Phe Val Lys Leu Glu Glu Lys Gly 

450 455 460 

Leu Lys Asp lie Phe Glu Thr Val Glu Gin Pro Leu Glu Ala Val Leu 
465 470 475 480 

Phe Ala Met Glu Cys Val Gly Met Pro Leu Asp Ser Gin Gly Leu Ala 

485 490 495 

Val Leu Asp Arg Asp Leu Thr Lys Glu Leu Glu Glu Cys Ser Gin Glu 

500 505 510 

lie Tyr Asp Leu Thr Gly Cys Glu Phe Asn lie Lys Ser Pro Lys Gin 

515 520 525 

Leu Ser Asp lie Leu Tyr Gin Arg Leu Gly He Glu Pro Val Asp Lys 

530 535 540 

Ala Lys Ser Thr Lys Ala Glu Val Leu Glu Ala Leu Glu Asp Arg His 
545 550 555 560 

Glu He He Pro Lys He Leu Met Phe Arg Ala Thr Glu Lys Met Leu 

565 570 575 

Ser Thr Tyr Val Arg Ala Leu Pro Lys Gin He Asn Ala Gly Thr Gin 

580 585 590 

Arg He His Pro Thr Phe Asn Gin Val Gly Thr Val Thr Gly Arg Leu 

595 600 605 

Ser Cys Gin Asp Pro Asn Leu Gin Asn He Pro Val Arg Ser Glu Arg 
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Gly Ser Leu Arg Glu A^a Phe Arg Val Lys Lys Asp Asn Asp Tyr 



615 



620 



630 635 



Phe Leu Ala Ala Asp Tyr Ser Gin He Glu Leu Arg Phe Leu Ala His 

650 



Leu ser Gin Asp Glu Thr Leu Lys Arg Ala Phe Asn Ser Gly Glu Asp 
lie His Ala Pne Thr Ala Ser Gin Val Phe Asn Val Pro Leu Glu Gin 

fTTC 680 DO 

Val Thr Lys Gin Glu Arg Tyr Gin Ala Lys Ala Val Asn Phe Gly Leu 

690 695 



Val Tyr Gly Gin Gin Ala Tyr Gly Leu Ser Lys He Leu Lys He Ser 

Tyr 

725 730 735 



7X5 

III ser Glu Ala Gin lly Leu Met Asp Ala Tyr Phe Ala Arg Tyr Pro 



Leu Ala Ala Glu Phe He Thr Gin Thr He Glu Gin Ala Ser Lys Asn 



Gin Lys Val Tnr Thr Met Leu Gly Arg Glu Arg He Leu Ser Asp Trp 



Glu Ser III Pro Gly Ala Arg aII Ala Ser Gly Arg Leu Ala Val Asn 



760 



Thr III He Gin Gly Ser A ia Ala Glu Leu He Lys Leu Ala Met Leu 



775 780 



III He ser Asp Glu Met Arg Ser Arg Gly Leu Lys Ser Arg Leu Leu 



790 795 



805 



810 



Leu Gin He His Asp Glu Leu Leu Phe Glu Val Pro Ala Glu Glu Leu 

820 825 ° 

Glu Glu Met Arg Ser Leu Val Gin Glu Lys Met Glu Ser Ala Met Glu 

Leu ser Val Pro Leu Val Val Asn Val Leu He Gly Lys Asn Trp Ala 

ft ooU 
850 8bb 

Glu Cys 

865 



(2) INFORMATIONS POUR LA SEQ ID NO: 9 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 218 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME : 944634 945287 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 980: 
Val cys Ser Phe Ser Cys Glu Cys Leu Asn Trp Lys Lys Leu Gly Gly 
Met Leu Asp Leu Leu Lys He Ser Val £nr Gly Asp Pro Ser Ser Gly 
Lys Thr Glu "a Cys Gin Val Phe Glu Asp Leu Gly Ala Tyr Val He 
Ser Ala Isp Lys Val Ser His Ser Phe Leu Val Pro Tyr T*r Ser Val 



55 60 
Gly Gin Arg He He Asp Leu Leu Gly Pro Glu He lie He Glu A«n 

65 



70 75 
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Thr 


Leu 


Ser 


Arg 


Lys 


Ala 


He 


Ala 


Glu 


Lys 


Val 


Phe 


Gly Asn Arg 


Asp 










85 










90 










95 




Leu 


Leu 


Leu 


Ser 


Leu 


Glu 


Glu 


He 


Leu 


His 


Pro 


Glu 


Val 


Cys 


Arg 


Phe 








100 










105 










110 






Val 


Glu 


Glu 


Lys 


Tyr 


Ala 


His 


Val 


Val 


Gin 


Glu 


Gin 


Lys 


Tyr 


Pro 


Leu 






115 










120 










125 








Phe 


He 


Val 


Glu 


Phe 


Pro 


Leu 


Leu 


Tyr 


Glu 


He 


Gin 


Tyr 


Ala 


Asp 


Trp 




130 










135 










140 










Phe 


Asp 


Gin 


Val 


He 


Leu 


He 


Ser 


Ala 


Asp 


Thr 


Gly 


He 


Arg 


Lys 


Glu 


145 










150 










155 










160 


Arg 


Phe 


Leu 


Lys 


Lys 


Thr 


Gly 


Gly 


Ser 


Asp 


Thr 


Ser 


Phe 


Asp 


Leu 


Arg 










165 










170 










175 




Cys 


Ala 


Arg 


Phe 


Ser 


Ser 


Leu 


Glu 


Glu 


Lys 


He 


Leu 


Arg 


Ala 


Asp 


Val 






180 










185 










190 






Val 


He 


Glu 


Asn 


Asn 


Gly 


Thr 


Lys 


Glu 


Glu 


Phe 


Arg 


Arg 


Lys 


Val 


Lys 






195 










200 










205 








Gin 


Cys 


Phe 


Lys 


Ala 


Leu 


Lys 


Gly 


Thr 


He 















210 215 



(2) INFORMATIONS POUR LA SEQ ID NO : 981: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 287 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 945434 946294 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 981: 



Lys 


He 


Ala 


Lys 


Leu 


Gin 


Arg 


Met 


Gly 


He 


Asn 


Glu 


Leu 


Asn 


Val 


Leu 


1 








5 










10 










15 




Ala 


Arg 


Gin 


Tyr 
20 


Gly 


Val 


Lys 


Asn 


Val 
25 


Gly 


Ser 


Leu 


Thr 


Lys 
30 


Ser 


Gin 


Val 


Val 


Phe 
35 


Glu 


He 


Val 


Lys 


Ala 
40 


Lys 


Ser 


Glu 


Arg 


Pro 
45 


Asp 


Glu 


Phe 


Leu 


He 
50 


Gly 


Glu 


Gly 


Val 


Leu 
55 


Glu 


Val 


Leu 


Pro 


Asp 
60 


Gly 


Phe 


Gly 


Phe 


Leu 


Arg 


Ser 


Pro 


Thr 


Tyr 


Asn 


Tyr 


Leu 


Pro 


Ser 


Ala 


Glu 


Asp 


He 


Tyr 


65 










70 










75 










80 


Val 


Ser 


Pro 


Ala 


Gin 


He 


Arg 


Arg 


Phe 


Asp 


Leu 


Lys 


Lys 


Gly Asp 


Thr 










85 










90 










95 




He 


Val 


Gly 


Thr 
100 


He 


Arg 


Ser 


Pro 


Lys 
105 


Glu 


Lys 


Glu 


Lys 


Tyr 
110 


Phe 


Ala 


Leu 


Leu 


Lys 
115 


Val 


Asp 


Lys 


He 


Asn 
120 


Gly 


Ser 


Thr 


Pro 


Asp 
125 


Lys 


Ala 


Lys 


Glu 


Arg 
130 


Val 


Leu 


Phe 


Glu 


Asn 
135 


Leu 


Thr 


Pro 


Leu 


His 
140 


Pro 


Asn 


Glu 


Arg 


Leu 


He 


Met 


Glu 


He 


Gly 


Lys 


Glu 


Asn 


Leu 


Ala 


Glu 


Arg 


Val 


Leu 


Asp 


145 










150 










155 










160 


Leu 


Thr 


Ala 


Pro 


He 


Gly 


Lys 


Gly 


Gin 


Arg 


Gly Leu 


He 


Val 


Ala 


Pro 










165 










170 










175 




Pro 


Arg 


Ser 


Gly 
180 


Lys 


Thr 


Val 


He 


Leu 
185 


Gin 


Ser 


He 


Ala 


His 
190 


Ala 


He 


Ala 


Val 


Asn 


Asn 


Pro 


Asp 


Ala 


Glu 


Leu 


He 


Val 


Leu 


Leu 


He 


Asp 


Glu 
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200 205 



Arg Pro Glu Glu Val Thr Asp Met lie Arg Gin Val Arg Gly Glu Val 

215 220 



val III ser Thr Phe Asp Glu Gin Pro Asp Arg His He Gin Val Thr 



235 



III Met Val He Glu Lys Ala Arg Arg Leu Val Glu His Gly Lys Asp 

245 250 * 

Val Val He Leu Leu Asp Ser He Thr Arg Leu Ala Arg Ala Tyr Asn 

Thr Val Gin Pro His Ser Gly Lys He Leu Thr Gly Gly Val Asp 



275 



280 



(2) INFORMATIONS POUR LA SEQ ID NO: 9 

(i) C ARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 128 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 946293.-946676 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 982: 
Thr Ser Ala Leu His Lys Pro Lys Arg Phe Phe Gly Ala Ala Arg Asn 
lie Glu Gly Gly Gly Ser Leu Thr lie Leu Ala Thr Ala Leu lie Asp 
Thr Gly Ser Arg Met Asp Glu Val fie Phe Glu Glu Phe Lys Gly Thr 



20 

. M~t- asn Glu Val He Phe Glu giu ^ 
Gly Asn Met Glu Leu Val Leu Asp Arg His Leu Ser Asp Arg Arg He 



iy r Pro Ala lie Asp Leu He Lys Ser Gly Thr Arg Lys Glu Glu Leu 
Leu Tyr His Pro Gly gSu Leu Glu Lys Val Arg Leu Phe Arg Gin Ala 

lie Ala Gly Leu Thr Ala He Asp Ala Met His Leu Leu Leu Gly Arg 

100 105 
Leu Lys Lys Thr Asn Ser Asn Thr Glu Phe Leu Leu Ser Leu Lys Asp 

(2) INFORMATIONS POUR LA SEQ ID NO : 983: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 450 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 947 105 948454 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 983: 
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Asn Tyr Phe Leu 
1 

Glu Glu Gin lie 
20 

Gly Val He Val 
35 

Thr Cys Trp Arg 
50 

Leu He Asp Val 
65 

He Phe Val He 

Phe Lys Thr Tyr 
100 

Leu Val Pro Glu 
115 

Ala Asp Ala He 
130 

Glu Tyr Phe Leu 
145 

Arg Ser He Val 

Ala Ser Gin Pro 
180 

Lys Val Asp Asp 
195 

Ser Glu Glu He 
210 

Lys Phe Gly Leu 
225 

He Tyr Leu Phe 

Thr Gly Asp Asp 
260 

Gly Lys Thr Val 
275 

Thr He Glu Ser 
290 

Ser His Asn He 
305 

Tyr Ser Lys Asn 

He Ser Ser Ser 
340 

Val Ser Asn Ser 
355 

Val Phe Asp Arg 
370 

Ser Phe Pro Leu 
385 

He Asp Glu Asn 

Gin Gly His Lys 
420 

Asp Gly He He 
435 

Val Phe 
450 



Trp Trp Arg Gly 
5 

Asn Arg Lys Arg 

Leu Cys Gly Gly 
40 

Cys Lys Pro Thr 
55 

Pro He Ser His 
70 

Gly Gin Tyr Leu 
85 

Phe Tyr His Gly 

Arg Arg Asp Gly 
120 

Arg Gin Asn Leu 
135 

He Leu Ser Gly 
150 

Asp Tyr Ala He 
165 

Val Ser Asp Lys 

Glu Ser Lys Leu 
200 

Leu Lys His Phe 
215 

Asp Pro Gin His 
230 

Arg Lys Asp Cys 
245 

Phe Gly Lys Glu 

Ala Tyr Leu Tyr 
280 

Tyr Tyr Glu Ala 
295 

Arg Gly Phe Asn 
310 

Asn His Leu Pro 
325 

Leu Leu Cys Glu 

Val Val Gly Val 
360 

Ser He Met Met 
375 

Gly He Gly Lys 
390 

Cys Cys He Gly 
405 

Asp Tyr Asp Ser 

He Val Pro Arg 
440 



Gin Met Ala Gly 
10 

Ser His Phe Tyr 
25 

Glu Gly Lys Arg 

Val Ser Phe Gly 
60 

Ala Phe Ala Ser 
75 

Thr Tyr Thr Leu 
90 

Val Met Gin Asp 
105 

Ser Gin Val Trp 

Leu Tyr Leu Gin 
140 

Asp Gin Leu Tyr 
155 

Asp Ala Gin Ala 
170 

Asp Val Ser Arg 
185 

He Asp Phe Tyr 

Arg Leu Ser Asn 
220 

Gly Asn Phe Leu 
235 

Leu Phe Gin Leu 
250 

Leu He His Arg 
265 

Asp Gly Tyr Trp 

Asn Met Ala Leu 
300 

Cys Tyr Asp Asp 
315 

Gly Ala He He 
330 

Gly Ala Met He 
345 

Arg Gly Val He 

Gly Ser Asp Ser 
380 

Asn Cys Glu He 
395 

Asn Gly Val Arg 
410 

Pro Asp Gly Lys 
425 

Gly Thr Gin He 



Arg Arg Thr Lys 
15 

Arg Asp Asn Val 
30 

Leu Ser Pro Leu 
45 

Gly Arg Tyr Lys 

Glu Phe Ser Lys 
80 

Gin Gin His Leu 
95 

Gin He His Leu 
110 

Tyr Gin Gly Thr 
125 

Asp Ser Arg Val 

Asn Met Asp Phe 
160 

Asp Met Val He 
175 

Phe Gly Val Leu 
190 

Glu Lys Pro Gin 
205 

Thr Ala Met Lys 

Gly Ser Met Gly 
240 

Leu Leu Glu Glu 
255 

Gin Met His Arg 
270 

Thr Asp He Gly 
285 

Thr Gin Arg Pro 

Gly Gly He He 
320 

Ser Asp Ser Arg 
335 

Glu Ser Gly Gin 
350 

Gly Gin Gly Ser 
365 

Tyr Gly Ser Glu 

His Lys Thr He 
400 

Leu Gin Asn Leu 
415 

Leu Val Val Arg 
430 

Pro Asp Asn Tyr 
445 



1671 



(2) INFORMATIONS POUR LA SEQ ID NO: 9 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 252 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 948522 949277 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 984: 
Phe Phe Tyr Gin Ala Arg Gly Phe Met Arg He Phe Ala Leu Ala Asp 



Lu His Leu Ser Leu Gly Val Pro Glu Lys Thr Met Glu Val Phe Gly 
on 25 



Glu Pro Trp Val Gly Tyr His Gin Lys lie Glu Lys His Trp Arg Asp 



He Val Ser Ser Asp Asp lie Val Cys Leu Pro Gly Asp He Ser Trp 



40 



45 



55 



60 



Ala Met Arg Leu Glu Glu Ala Gin Val Asp Phe Arg Phe Leu Gly Ala 

llu Pro Gly He Lys Tyr Met lie Arg Gly Asn His Asp Tyr Trp Ser 

Ser Ala Ser Ser fla Lys Leu Ala Asn Val Leu Pro Glu Thr Leu His 

100 105 x 

Tyr Leu Ser Lys Gly Tyr Val Leu Leu Asn Ala His Gin Ala lie Val 

Gly val Arg Leu Tr P Asp Ser Ser Asp He Cys Leu His Trp Glu Thr 

Gin III Asp Gly Pro Gin Arg Val Leu Thr Glu Gin Asp Asp Lys lie 

Phe Leu Arg Glu Tyr Gly Arg Leu Glu Arg Ala Leu Lys Glu Leu Pro 

165 170 
Ala Ser Val Glu Asp Val Leu Val Met Thr His Tyr Pro Pro Val Ser 

180 185 
Asn Asp Gly Thr Pro Gly Arg Val Ser Asn Leu Leu Glu Met Asp Gly 



200 



Arg Val Ser Arg cys Leu Phe Gly His Leu His Lys Val Pro Arg Pro 
Phe Pro Gly Phe Gly Asn He Arg Gly He Glu Tyr Thr Leu Val Ala 



225 



230 



Ala Asp Tyr Val Asp Phe He Pro Gin Val Val Ser 



245 250 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 106 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



1672 



(viii) POSITION DANS LE GENOME: 949277.-949594 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 985: 



Leu 


Lys 


He 


Leu 


Ser 


Gly 


Lys 


Phe 


Lys 


Gly 


Lys 


Ser 


Leu 


Lys Thr 


Phe 


1 








5 










10 








15 




Ser 


Asn 


Pro 


Ser 


Val 


Arg 


Pro 


Thr 


Cys 


Gly 


Val 


Val 


Lys 


Glu Ala 


Val 








20 










25 










30 




Phe 


Asn 


He 


Cys 


Ala 


Asn 


His 


He 


Val 


Gly 


Ala 


Arg 


Phe 


Leu Asp 


Leu 






35 










40 










45 






Phe 


Ala 


Gly 


Ser 


Gly 


Ser 


Met 


Gly 


Phe 


Glu 


Ala 


He 


Ser 


Arg Gly Ala 




50 










55 










60 








Glu 


Ser 


Ala 


Thr 


Phe 


Val 


Asp 


Ser 


Ser 


Val 


Glu 


Ala 


Val 


Arg Leu 


He 


65 










70 










75 








80 


Arg 


Ala 


Asn 


Leu 


Ala 


Leu 


Leu 


Asp 


Ser 


Asn 


Leu 


Pro 


Val 


His He 


Leu 








85 










90 








95 




Lys 


Gin 


Asp 


Val 


Arg 


Ser 


Ala 


Phe 


Tyr 


Ala 













100 105 



(2) INFORMATIONS POUR LA SEQ ID NO : 98 6: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 27 6 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME : 949849 .. 950676 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 986: 



Ala 


Lys 


Arg 


Asn 


His 


Ser 


Gly 


Trp 


He 


Lys 


He 


Phe 


Leu 


Leu 


Asn 


Met 


1 








5 










10 










15 




He 


Arg 


Gly 


Ser 


Ser 


Leu 


He 


Ser 


Glu 


Val 


Arg 


Val 


Lys 


Phe 


Lys 


Tyr 








20 










25 










30 






Leu 


Arg 


Pro 


Leu 


Ser 


Phe 


Leu 


Val 


Leu 


Val 


He 


Val 


Ala 


Phe 


Cys 


Tyr 






35 










40 










45 








Gly 


Cys 


Ser 


Arg 


Glu 


Lys 


Gin 


Glu 


Val 


Leu 


Val 


Gly 


Arg 


Asp 


Ala 


Thr 




50 










55 










60 










Trp 


Phe 


Pro 


Gin 


Gin 


Phe 


Gly 


He 


Tyr 


Thr 


Ser 


Gly 


He 


Asn 


Ala 


Phe 


65 










70 










75 










80 


Val 


Asn 


Asp 


Leu 


Val 


Ser 


Glu 


He 


Asn 


Tyr 


Lys 


Glu 


Gly Leu 


Asn 


He 








85 










90 










95 




Ser 


He 


Val 


Asn 


Gin 


Asp 


Trp 


Val 


His 


Leu 


Phe 


Glu 


Asn 


Leu 


Asp 


Asp 








100 










105 










110 






Lys 


Lys 


Thr 


Ser 


Gly 


Ala 


Phe 


Thr 


Ser 


Ala 


Ser 


Pro 


Ser 


He 


Glu 


Met 






115 










120 










125 








Leu 


Ala 


Arg 


Tyr 


Gin 


Phe 


Ser 


Asp 


Pro 


Val 


Leu 


Leu 


Thr Gly 


Pro 


Val 




130 










135 










140 










Leu 


Val 


Val 


Leu 


Glu 


Asn 


Ser 


Pro 


Tyr 


His 


Ser 


Leu 


Gin 


Asp 


Leu 


Glu 


145 










150 










155 










160 


Gly 


Lys 


Leu 


He 


Gly 


Val 


Tyr 


Lys 


Phe 


Asp 


Ser 


Ser 


Val 


Leu 


He 


Ala 










165 










170 










175 




Gin 


Asn 


Val 


Pro 


Asn 


Ala 


Val 


He 


Asp 


Ser 


Tyr 


Gin 


His 


He 


Pro 


Val 








180 










185 










190 






Ala 


Leu 


Glu 


Ala 


Leu 


Ser 


Thr 


Gin 


Arg 


Tyr 


Asp 


Ala 


Leu 


Leu 


Val 


Pro 



1673 



200 205 
Val lie Glu Ala Thr Ala Leu Val Glu Thr Ala Tyr Lys Oly Arg Leu 



Arg He Ala Ser Glu Pro III Asn Glu Glu oly Leu Arg Leu Val Val 

Asn 

Leu Ala Lys He Arg Arg Ser Gly Arg £yr Lys Ala He Lys Met Gin 

260 265 
Ser Arg Leu Pro 
275 



III Arg Gly Gly Gly Ser Asp Ser Leu Leu G~lu Gly Phe Asn Ala Gly 



235 240 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 217 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 950680 .. 951330 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 987: 

Asn Lys Glu Phe Lys Glu Thr Val Val Thr Tyr Leu Leu Ala Asn Phe 

Gly Gly Pro Arg Thr Ser Gin Glu lie Val Ser Phe Leu Gin Ala Leu 

Leu Thr Asp Arg As P Val Thr Gly Gly Met He Pro ser Val Leu His 

Arg Pro Leu Phe Ser Tyr lie "a Lys Arg Arg Ala Pro His Val Ala 

Arg gL Tyr Ala Tyr Leu lly Gly Gly Ser Pro He Phe Gin Asp Thr 

Glu Arg Leu Ala Gin Isn Leu Ser Gin Glu Leu Gin Ala ser Val He 

Pro Phe His Thr Tyr Leu Pro Glu Thr His Arg Glu Thr Leu Gin Ala 

ino 105 
L eu Gin Glu Ser Gin Gly Ser He Val Gly He Pro Leu Phe Pro Hi. 

Tyr Thr III Ala Val Thr Gly III He He Arg Phe Phe Leu Gin His 

L eu Pro Glu Lys Pro He III Trp He Thr Gin Phe Gly Val His Pro 

Itl Phe val Ser Cys Me2 Gin Gin His lie Arg Asp Cys Leu Ala Ala 

Gin xaa He Ala Val Glu Asp Cys Tyr Phe Leu Phe Ser Val His Gly 

i ftO 185 
Leu Pro Gin Arg His He Arg Leu Gly Asp Pro Tyr Ala Gin Gin Cys 

195 200 ^ UD 

Gin Ala Ser Phe Glu Ala Leu Arg Arg 
210 215 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 



1674 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 121 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

{ i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: 951281 .. 951643 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 988: 



Glu 


He 


Leu 


Met 


Leu 


Ser 


Asn 


Val 


Arg 


Leu 


Leu 


Ser 


Lys 


His 


Tyr 


Gly 


1 








5 










10 










15 




Gly 


Glu 


Leu 


Glu 


Gly 


Glu 


He 


Ala 


Phe 


Gin 


Ser 


Lys 


Phe 


Gly 


He 


Gly 






20 










25 










30 






Lys 


Trp 


Leu 


Asp 


Pro 


Ser 


Thr 


Gin 


Glu 


Val 


Cys 


Gin 


Ser 


Leu 


Arg 


Thr 






35 










40 










45 








Lys 


Lys 


Arg 


Tyr 


He 


Val 


He 


Val 


Pro 


Phe 


Gly 


Phe 


Val 


Ser 


Asp 


His 




50 










55 










60 










He 


Glu 


Thr 


Leu 


Tyr 


Glu 


He 


Asp 


His 


Leu 


Tyr 


Val 


Pro 


He 


Leu 


Leu 


65 










70 










75 










80 


Gin 


Lys 


Glu 


Tyr 


Arg 


Val 


Val 


Arg 


He 


Pro 


Ala 


He 


Asn 


Ala 


Ser 


Ser 










85 










90 










95 




Arg 


Trp 


Val 


Ser 


Ser 


Leu 


Ala 


Ala 


He 


Val 


Arg 


Ser 


Ser 


Pro 


Gin 


Glu 








100 










105 










110 






Thr 


Ser 


Leu 


Glu 


Pro 


Leu 


Leu 


Met 


Pro 

















115 120 



(2) INFORMATIONS POUR LA SEQ ID NO : 989: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 37 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 951788 .. 9527 98 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 989: 



GlU 


Cys 


Gly 


He 


Ser 


Met 


Lys 


Ser 


Arg 


Asn 


Ala 


Gin 


Ser 


He 


Leu 


Glu 


1 








5 










10 










15 




Ser 


Leu 


Cys 


Lys 


Lys 


Thr 


His 


Arg 


Leu 


Leu 


Leu 


Arg 


Tyr 


Leu 


Leu 


Lys 








20 










25 










30 






Gin 


Thr 


Leu 


Leu 


Val 


Ala 


Leu 


Gly 


Met 


Thr 


Leu 


Met 


Val 


Ala 


Glu 


Leu 






35 










40 










45 








Gly 


He 


Phe 


Leu 


Tyr 


Phe 


Phe 


Leu 


Phe 


Ser 


Gly 


Lys 


Thr 


Leu 


Leu 


Pro 




50 










55 










60 










Ala 


Phe 


Cys 


Leu 


Ala 


Cys 


Phe 


Val 


Leu 


Thr 


He 


Phe 


He 


Cys 


Leu 


Val 


65 








70 










75 










80 


He 


Arg 


Leu 


Tyr 


He 


Leu 


Ser 


Lys 


Lys 


Thr 


GlU 


Phe 


Phe 


Asp 


Lys 


Leu 










85 










90 










95 




Leu 


Ala 


Asp 


Phe 


Val 


His 


Gin 


Ala 


Gin 


Val 


lie 


Phe 


Lys 


Lys 


Lys 


Asn 








100 










105 










110 






Met 


Met 


Glu 


Glu 


His 


Pro 


Glu 


He 


Ala 


Ala 


Ala 


Val 


Thr 


Gin 


Leu 


Ser 



1675 



115 120 125 



Leu Val Met Gin Asn Gin Glu Tyr Phe Val Phe Cys Asn Leu Leu Lys 
lie ia°i Pro Pro Tyr Asp III He Lys Lys Phe Ser cys Phe Cys Phe 
Trp Lys Asp Tyr Phe Ser Phe Arg Olu Met Leu Leu Gin Lys Ala He 



Asp Leu Tyr Leu III Val Val Gin Ala He Pro Thr Asp Leu Gly Ala 



180 v " 

His Val Ser Leu Ala As P Ala Tyr Val ser Leu Ser Gly Leu Tyr Ala 

195 200 

Asp Pro Arg Lys Tyr Thr Glu Phe Asp Thr Lys Tyr Trp Val Pro Pro 



185 190 



Gly Arg Tyr Gly Glu Asp Tie Gin Glu Lys Phe Phe Ala Thr Ala Hi. 



215 



230 



235 



Arg Ala Thr Glu Glu Phe Lys He Leu A» Glu Tyr Ala Pro Gly Asn 



val Trp Val His Tnr Gin Leu Ala Tyr ier Tyr His Asp Leu Gin Met 



260 — — 

Pro Lys Lys Glu He Arg Glu Tyr Glu He Val Leu Lys Leu Lys Pro 



265 



His Asp Ala Asn Thr He Met Lys Leu Gly He Leu Tyr Phe Gin Gin 
Gly Me2 Asn Ala Lys Gly Leu Gin Val Tyr Glu Gin Leu Arg Lys Val 
Asp Leu Lys Lys Ser Lys Lys Leu He Lys Phe Tyr Gly Val Val Ala 



(2) INFORMATIONS POUR LA SEQ ID NO : 99 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 228 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 9 53 581 . . 9 542 64 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 9 90: 
Arg Thr Val Cys Phe Tyr Arg Val Arg Lys Thr Met Phe Glu lie Leu 

; lie Ser Ser Tyr Ser Val 

20 25 
i Phe Leu Ser Gly Lys He 

Arg val Glu Arg Gin Asn ser Leu Val Leu Leu ser Arg Ser Val Glu 



Arg Lys Lys He Ser Ser Tyr ser Val Val Leu Phe cys Leu Val Val 

Leu ser He Phe Leu Ser Gly Lys lie Val Val Asn Val Lys Thr Tyr 

40 ^ 
i Val Leu Leu 

55 60 
Ala A°ia Tyr Ser Arg Gly He Phe Pro Pro Glu Thr Ala Met Pro Met 



Leu Glu Gin Ala Tyr Irg Arg Gly Gly Lys Glu Ala Val ser Tyr Ala 

85 ^ 
Gly Phe Leu Ala Ser Cys Phe His He His Asn Asp Pro Leu Arg Gly 

100 105 



1676 



Ala 


Tyr 


Tyr 


Ser 


Gly 


Leu 


Ala 


Tyr 


Gin 


His 


Gly 


Thr 


His 


Leu 


Gin 


Leu 






115 










120 










125 








Pro 


Ser 


Pro 


Gin 


His 


He 


Leu 


Leu 


Lys 


Glu 


He 


Ala 


Asp 


Ala 


His 


Ala 




130 










135 










140 










Thr 


Lys 


Gin 


Tyr 


Gin 


Glu 


Val 


Leu 


Asp 


Lys 


Ser 


Arg 


Glu 


Leu 


Leu 


Ser 


145 










150 










155 










160 


Ser 


He 


Ser 


Ser 


Ser 


Lys 


Asp 


Phe 


Pro 


Met 


Leu 


Arg 


Phe 


Leu 


Thr 


Leu 










165 










170 










175 




Leu 


Arg 


Met 


He 


Glu 


Val 


Lys 


Glu 


Ser 


Leu 


Asn 


Gin 


Asp 


Phe 


Ser 


Leu 








180 










185 










190 






Glu 


Leu 


Thr 


Glu 


Leu 


Lys 


Ala 


Leu 


Pro 


Gly 


Phe 


Glu 


Asp 


Tyr 


Glu 


Gin 






195 










200 










205 








Leu 


Tyr 


Lys 


Asp 


Gly 


Val 


Trp 


Thr 


He 


Ser 


Lys 


Arg 


Tyr 


Ser 


Ser 


Leu 




210 










215 










220 










Arg 


Ala 


Leu 


Tyr 



























225 



(2) INFORMATIONS POUR LA SEQ ID NO : 991: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 244 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 954426 955157 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 9 91: 



Ser 


Met 


Leu 


Arg 


Val 


Leu 


Ala 


Tyr 


Arg 


Gin 


Val 


Ser 


Phe 


Ser 


Lys 


Phe 


1 








5 










10 










15 




Pro 


His 


Leu 


Phe 


Lys 


Ser 


Phe 


Val 


Ser 


Leu 


Leu 


Ser 


Ser 


Leu 


Lys 


Gin 








20 










25 










30 






His 


Tyr 


Ser 


Phe 


Met 


Leu 


Pro 


Gly 


Asp 


Pro 


Leu 


Pro 


Lys 


Lys. 


Lys 


Ala 






35 










40 










45 








Leu 


Met 


Leu 


Thr 


Phe 


Asp 


His 


Ala 


Ser 


Val 


Asp 


Phe 


Tyr 


Thr 


His 


Val 




50 










55 










60 










Phe 


Pro 


Leu 


Leu 


Gin 


Asn 


Leu 


Gin 


He 


Pro 


Ala 


Val 


He 


Gly Val 


Ala 


65 










70 










75 










80 


Trp 


Arg 


Tyr 


Val 


Ala 


Asp 


Leu 


Glu 


Gly 


Glu 


Asp 


Leu 


Pro 


He 


Asp 


Val 










85 










90 










95 




Arg 


He 


Ala 


Pro 


Ser 


Asp 


Phe 


Leu 


Ala 


Phe 


Gin 


Asp 


Glu 


He 


Phe 


Ser 








100 










105 










110 






Tyr 


His 


Gin 


Pro 


Phe 


Cys 


Ser 


Val 


Arg 


Glu 


Leu 


Cys 


His 


Met 


Ala 


Ala 




115 










120 










125 








Ser 


Pro 


Leu 


Val 


Arg 


Phe 


Ala 


Ser 


Ser 


Gly 


Phe 


Ala 


He 


Arg 


Asn 


Leu 




130 










135 










140 










Lys 


Tyr 


Ala 


Pro 


Pro 


Tyr 


Leu 


Asp 


Thr 


Glu 


He 


Leu 


Leu 


Ser 


Lys 


He 


145 










150 










155 










160 


Leu 


Leu 


Glu 


Asn 


Ala 


He 


Gin 


Ser 


Pro 


Val 


Glu 


Ser 


Phe 


Phe 


Phe 


Pro 










165 










170 










175 




Leu 


Gly 


Lys 


Ser 


Asp 


Val 


Val 


Ser 


Gin 


His 


Phe 


Val 


Gin 


Glu 


Thr 


Tyr 








180 










185 










190 






Arg 


Tyr 


Ser 


Phe 


Val 


Leu 


Gly 


Asn 


Thr 


Ala 


Ser 


Phe 


Ser 


Tyr 


Pro 


Thr 






195 










200 










205 








Gin 


Ser 


Leu 


His 


Gly 


He 


Pro 


Arg 


He 


Asp 


Met 


Pro 


Leu 


Asp 


Ser 


Gin 



1677 



215 220 
Arg Pro Ser Leu Tyr Gin Leu Ser Tyr Arg His Leu Lys Gin Phe 

225 230 23 

Leu Val Leu Arg 



(2) INFORMATIONS POUR LA SEQ ID NO: 9 92: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 729 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 955754 .. 957940 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 9 92: 
Arg Arg Gin Arg Met He Asp Lys He lie Arg Thr Val Leu Val Leu 
Ser Leu Phe Leu Leu Tyr Trp Ser Ser Asp Leu Leu Glu Lys Asp Val 
L ys ser lie Lys Arg Glu Leu Lys Ala Leu His Glu Asp Val Leu Glu 
L eu Val Arg He Ser His Gin Gin Lys Asn Trp Val Gin Ser He Asp 



cc 60 
50 bb 



Phe ser Val Ser Pro Glu He Ser Val Leu Lys Asp Cys Gly Asp Pro 

fla Phe Pro Asn Leu Leu Cys Glu Asp Pro Tyr Val Glu Lys Val Val 

85 

Pro ser Leu Leu Lys Glu Gly Phe Val Pro Lys Gly He Leu Arg Thr 



Ala Gin Val III Arg Pro Asp Asn Leu Ser Pro Phe Asn Gly Phe Val 



105 



Asn lie val Arg Phe Tyr Glu ^u Cys Val Pro Asn Leu Ala Val Glu 



120 



125 



His va°i Gly Lys Tyr Glu Glu Phe Ala Pro Ser Leu Ala Leu Lys lie 



135 



140 



150 155 
G 4 lu Glu His Tyr Val Glu Asp Gly ser Gly Asp Lys Glu Phe His He 

Tyr Leu Arg Pro Asn Met Phe Trp Glu Pro He Asp Pro Thr Leu Phe 

1 ftD 185 
Pro Lys Asn He Thr Leu Ala Asp Thr Phe Leu Arg Pro His Pro Val 

Thr Ala His Asp Val Lys Phe T^r Tyr Asp Val Val Met Asn Pro Tyr 

215 <6^f 
val III Glu Met Arg Ala Val Ala Met Arg Ser Tyr Phe Glu Asp Met 

val ser Val Arg Val Glu Asn Asp Leu Lys Leu He Val Arg Trp Arg 

Ala His Thr Val Arg Asn Glu Gin Gly Glu Glu Glu Lys Lys Val Leu 

?60 265 
Tyr ser Ala Phe Ala Asn Thr Leu Ala Leu Gin Pro Leu Pro Cys Phe 



val Tyr III Tyr Phe Ala Asn Gly Glu Lys He Val Pro Glu Asp ser 



280 



290 



295 



300 



1678 



Asp 


Pro 


Asp 


Thr 


Tyr 


Arg 


Lys 


Asp 


Ser 


Val 


Trp 


Ala 


Gin 


Asn 


Phe 


Ser 


305 










310 










315 










320 


Ser 


His 


Trp 


Ala 


Tyr 


Asn 


Tyr 


He 


Val 


Ser 


Cys 


Gly Ala 


Phe 


Arg 


Phe 










325 










330 










335 




Ala Gly Met 


Asp 


Asp 


Glu 


Lys 


He 


Thr 


Leu 


Val 


Arg 


Asn 


Pro 


Asn 


Tyr 








340 










345 










350 






His 


Asn 


Pro 


Phe 


Ala 


Ala 


Leu 


Val 


Glu 


Lys 


Arg 


Tyr 


He 


Tyr 


Met 


Lys 






355 










360 










365 








Asp 


Ser 


Thr 


Asp 


Ser 


Leu 


Phe 


Gin 


Asp 


Phe 


Lys 


Ala 


Gly 


Lys 


Val 


Asp 




370 










375 










380 










He 


Ala 


Tyr 


Phe 


Pro 


Pro 


Asn 


His 


Val 


Asp 


Asn 


Leu 


Ala 


Ser 


Phe 


Met 


385 










390 










395 










400 


Gin 


Thr 


Ser 


Ala 


Tyr 


Lys 


Glu 


Gin 


Ala 


Ala 


Arg 


Gly 


Glu 


Ala 


He 


Leu 










405 










410 










415 




Glu 


Lys 


Asn 


Ser 


Ser 


Asp 


Arg 


Ser 


Tyr 


Ser 


Tyr 


He 


Gly 


Trp 


Asn 


Cys 








420 










425 










430 






Leu 


Ser 


Leu 


Phe 


Phe 


Asn 


Asn 


Arg 


Ser 


Val 


Arg 


Gin 


Ala 


Met 


Asn 


Met 






435 










440 










445 








Leu 


He 


Asp 


Arg 


Asp 


Arg 


He 


He 


Glu 


Gin 


Cys 


Leu 


Asp 


Gly 


Arg 


Gly 




450 










455 










460 










Val 


Ser 


Val 


Ser 


Gly 


Pro 


Phe 


Ser 


Leu 


Cys 


Ser 


Pro 


Ser 


Tyr 


Asn 


Arg 


465 










470 










475 










480 


Asp 


Val 


Glu 


Gly 


Trp 


Gin 


Tyr 


Ser 


Pro 


Glu 


Glu 


Ala 


Ala 


Arg 


Lys 


Leu 










485 










490 










495 




Glu 


Glu 


Glu 


Gly 


Trp 


He 


Asp 


Ala 


Asp 


Gly 


Asp 


Gly 


He 


Arg 


Glu 


Lys 








500 










505 










510 






Val 


He 


Asp 


Gly 


Val 


Val 


Val 


Pro 


Phe 


Arg 


Phe 


Arg 


Leu 


Cys 


Tyr 


Tyr 






515 










520 










525 








Val 


Lys 


Ser 


Val 


Thr 


Ala 


Arg 


Thr 


He 


Ala 


Glu 


Tyr 


Val 


Ala 


Thr 


Val 




530 










535 










540 










Cys 


Lys 


Glu 


Val 


Gly 


He 


Glu 


Cys 


Cys 


Leu 


Leu 


Gly 


Leu 


Asp 


Met 


Ala 


545 










550 










555 










560 


Asp 


Tvr 

u 


Ser 


Gin 


Ala 


Leu 


Glu 


Glu 


Lys 


Asn 


Phe 


Asp 


Ala 


He 


Leu 


Ser 






565 










570 










575 




Gly 


Trp 


Cys 


Leu 


Gly 


Thr 


Pro 


Pro 


Glu Asp 


Pro 


Arg 


Ala 


Leu 


Trp 


His 








580 










585 










590 






Ser 


Glu 


Gly Ala 


Leu 


Glu 


Lys 


Gly 


Ser 


Ala 


Asn 


Ala 


Val 


Gly 


Phe 


Cys 






595 










600 










605 








Asn 


Glu 


Glu 


Ala 


Asp 


Arg 


He 


He 


Glu 


Gin 


Leu 


Ser 


Tyr 


Glu 


Tyr 


Asp 




610 










615 










620 










Ser 


Asn 


Lys 


Arg 


Gin 


Ala 


Leu 


Tyr 


His 


Arg 


Phe 


His 


Glu 


Val 


He 


His 


625 










630 










635 










640 


Glu 


Glu 


Ser 


Pro 


Tyr 


Ala 


Phe 


Leu 


Tyr 


Ser 


Arg 


Gin 


Tyr 


Ser 


Leu 


Val 










645 










650 










655 




Tyr 


Lys 


Glu 


Phe 


Val 


Lys 


Asn 


He 


Phe 


Val 


Pro 


Thr 


Glu 


His 


Gin 


Asp 




660 










665 










670 






Leu 


He 


Pro 


Gly Ala 


Gin 


Asp 


Glu 


Thr 


Val 


Asn 


Leu 


Ser 


Met 


Leu 


Trp 






675 










680 










685 








Val 


Asp 


Lys 


Glu 


Glu Gly Arg 


Ser 


Pro 


Leu 


Tyr 


Leu 


Lys 


Thr 


Ser 


Ala 




690 










695 










700 










Phe 


Asp 


Ser 


Leu 


Asn 


Ala 


Leu 


Cys 


Tyr 


His 


Leu 


Cys 


Glu 


Phe 


Cys 


Asp 


705 








710 










715 










720 


Ser 


Gin 


Cys 


Cys 


Ser 


Arg 


Arg 


Pro 


Ala 

















725 



(2) INFORMATIONS POUR LA SEQ ID NO: 993: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 



1679 



(A) LONGUEUR: 492 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 957837 .. 959312 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 993: 

Asp Leu Arg Tyr lie Leu Lys Arg Leu Leu Leu He Pro Leu Thr Leu 

Phe Ala He He Ser Val Asn Phe Val lie Leu Asn Ala Ala Pro Gly 

Asp Leu Leu G?u Glu His Ser Val Asp Ala Gin Gly Glu Ala Gly Arg 

ser Asp Lys lie Arg Thr Tyr Lys Gly Pro Asp Arg Tyr Leu Gin Phe 

Arg G°iu His Tyr Gly Leu Thr Leu Pro He Phe Phe Asn Thr Arg Pro 

Gin lie Ser Arg Ser llu Leu Arg Ala Gly He Gin Glu He lie Asp 

85 ^ ^ 

Gly Thr lie His Lys Lys Ser Lys Thr Gly Ser He Thr Asn He Lys 

•* 105 1XU 



Val Tyr Trp X Asp Cys Ala Lys Phe He Met Pro Ala Leu Leu Ala 

Arg 
140 
He 

Val 

lie 

Gly 

Glu 
220 
Gly 

225 ~ 230 235 



Glu Ala Su Asp Ser Ser Lys g!u Asp He Tyr Arg His Val Ala Ala 



120 



Asp Leu Phe He Arg Gly G^ly He Arg Gin Gly He Val Glu Pro Arg 



135 



III Leu Glu Glu Gin Arg Glu Tyr Asn Gin Lys Val Ser Lys Ser Asn 



150 



Ala Glu Leu Val Arg Leu Leu Asn Glu Asp Asn He Glu Val Lys Val 



18 0 ■"■ " 

Ala Ala Leu Gin Glu Trp Val Glu Gin Glu Gly Gly Arg Gly Gin Leu 



185 



190 



200 



205 



Met Arg Arg Asp Leu Trp Arg Til Phe Phe Leu Glu Thr Arg Phe Ala 

9 1 n 215 
Lys T^r Leu Ser Arg He Val Arg Leu Asp Phe Gly Thr Leu Arg Asn 



asp cys His Lys Thr Val Val Ser Glu Val He Lys Arg Leu Gly ser 

Ser Leu He Leu Ser Leu Leu Pro Met He Val Val Phe He Leu Cys 

260 265 ^ ' 

Gin Val Phe Gly Met He Met Ala Val Asn Lys Asn His Trp He Asp 

97c 280 ^ 

His Leu Leu Asn Phe Leu Phe Leu He Leu Phe Ser He Pro Val Phe 



Val Ala Val Pro Trp He He Asp Asn Phe Val Leu Asn Lys Thr Val 



295 



Pro Phe Thr Ser He Ser Met Pro Tyr Ser Gly Leu Cys Ser Ser Pro 

Glu lie Phe Lys III Met Thr Ser Phe Glu Lys Leu Thr Asp He Val 

Leu His Ser Phe Leu Pro Phe Cys aL Val Ser Tyr Gly Ala Phe Ala 

360 365 

Ala Gin Ser Arg Leu Ser Arg Ala Val Phe Leu Glu Val Leu Gly Glu 
370 375 380 



310 



315 



1680 



Asp 


His 


He 


Ser 


Ala 


Leu 


Arg 


Ala 


Arg 


Gly 


He 


Ser 


Gin 


Tyr 


Asp 


He 


385 










390 










395 










400 


Leu 


Val 


Arg 


His 


Val 


Gly 


Lys 


Asn 


Ser 


Ala 


Ala 


Thr 


Leu 


He 


Thr 


Ser 










405 










410 










415 




Leu 


Ala 


Ser 


Ser 


Leu 


Ser 


Ala 


Leu 


Leu 


Gly 


Gly 


Ala 


Leu 


Val 


Val 


Glu 








420 










425 










430 






Thr 


Leu 


Phe 


Asp 


He 


Asp 


Gly 


Phe 


Gly 


Lys 


Phe 


Phe 


Tyr 


Gin 


Ala 


He 






435 










440 










445 








Leu 


Asn 


Arg 


Asp 


His 


Asn 


Val 


Val 


Met 


Phe 


Ser 


Val 


He 


Met 


Gly 


Ser 




450 










455 










460 










Val 


He 


Ser 


Leu 


He 


Gly 


Tyr 


Leu 


He 


Gly 


As P 


He 


Cys 


Ty r 


Val 


Leu 


465 










470 










475 










480 


Leu 


Asp 


Pro 


Arg 


Val 


Gin 


Leu 


Glu 


Glu 


Arg 


Lys 


Val 











485 490 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 94: 

(i) C ARAC TER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 584 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H Y POTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: 9 592 9 9 9 61050 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 994: 



Lys 


Lys 


Gly 


Arg 


Cys 


Glu 


Met 


Lys 


Glu 


Pro 


Gin 


Thr 


Ser 


Tyr 


Gin 


Arg 


1 








5 










10 










15 




Phe 


Phe 


Arg 


Ala 


Tyr 


Asn 


Arg 


Arg 


Ala 


Leu 


Pro 


Ser 


He 


Ala 


Leu 


Lys 








20 










25 










30 






Phe 


Phe 


He 


Gly 


Leu 


Met 


Leu 


He 


Gly 


He 


Tyr 


Ala 


Pro 


Leu 


Phe 


Ala 






35 










40 










45 








Ser 


Ser 


Lys 


Pro 


He 


Leu 


Val 


Arg 


Trp 


His 


Gly 


Glu 


Trp 


Tyr 


Ser 


Pro 




50 










55 










60 










Leu 


Phe 


Arg 


Tyr 


Leu 


Leu 


Phe 


Pro 


Gly 


Phe 


Tyr 


Thr 


Lys 


Ser 


He 


Asp 


65 










70 










75 










80 


Leu 


Phe 


Phe 


Asn 


Val 


Leu 


Met 


Leu 


Thr 


Leu 


Pro 


Phe 


Phe 


He 


Leu 


Gly 










85 










90 










95 




Phe 


Arg 


Tyr 


Leu 


Ser 


Gly 


Val 


Trp 


Lys 


Lys 


Leu 


Phe 


Leu 


Gly Val 


Val 








100 










105 










110 






Thr 


Gly 


He 


His 


He 


Ala 


Val 


Phe 


Ser 


Phe 


Ala 


Leu 


Ser 


Gly Arg Val 






115 










120 










125 








Gin 


Asp 


Pro 


Cys 


Arg 


Asp 


Glu 


Leu 


Leu 


Lys 


Gin 


Lys 


Arg 


Ala 


Lys 


His 




130 










135 










140 










Leu 


Gin 


Gin 


Glu 


Leu 


Lys 


Thr 


Thr 


Pro 


Lys 


Thr 


Glu 


Phe 


Leu 


Pro 


Thr 


145 










150 










155 










160 


He 


Ala 


Lys 


Arg 


Thr 


Arg 


Thr 


Trp 


Glu 


Ser 


Glu 


Arg 


Ala 


Tyr 


Met 


Ser 










165 










170 










175 




Lys 


Tyr 


Glu 


Gin 


Leu 


Gly 


Met 


Leu 


Val 


Lys 


Ala 


Lys 


Tyr 


Arg 


Lys 


Met 








180 










185 










190 






Gin 


His 


Asp 


His 


Leu 


Glu 


Lys 


Gin 


Arg 


Glu 


Ala 


Tyr 


Glu 


Leu 


Cys 


Lys 






195 










200 










205 








Gin 


Ser 


Pro 


Met 


Pro 


Thr 


Leu 


Arg 


Phe 


Leu 


Glu 


Met 


Lys 


Asn 


Glu 


Thr 




210 










215 










220 










Ala 


Ser 


Leu 


Arg 


Phe 


Phe 


Lys 


Asn 


Lys 


He 


Asn 


Lys 


Leu 


Lys 


Ala 


Ser 



1681 



235 240 



225 . ^° t™ Glv Thr Leu Leu Glu Asp Tyr Arg 

Tyr Pro Glu Gly Phe Glu Gly Trp Gly inr ^ 

245 -, » cor nlu His Ala Leu Asn Met Ala 

Pro Tyr Leu Met Ala Arg Ala Arg Ser Glu His ai ^ 

260 'eu Ala Ala Phe Glu Ala 

lie Tyr Glu Gin His Pro Gin Giu ^ ~eu _g ^ 

L eu Glu gIu Lys Glu Ala Pro Phe Arg Glu Gin Leu Ala Phe Val Arg 
Ser III Leu Glu Glu Arg Glu Ala Leu Asn Asn Ser XI. Thr Xle 
M °e 5 t Asp Lys Arg Asn Trp Xle Glu Thr Glu Ser Glu Gin Val Gin Met 
Val Leu Asn Pro III Leu Ser Ser Phe His Trp Glu Asp Asp Ala Gly 

340 ^ t7^t ui= Trr> Trp Gin Leu Thr Arg 

Gly ser Arg Glu Met Asn Lys Tyr Val His Trp Trp ^ 

355 „ T rt „ Tlo phe Glv He Arg He 

lie Asn Arg Lys Asp Leu Leu Ala Ser Leu He Phe Gly 

370 3/b . „ , <,„ Tie Ala Leu Phe He Gly 

Ala He Val Val Gly Gly Leu Gly Val Ser lie Al ^ 

385 3 90 Gly Lys Val Asp Met 

He He Val Gly Leu Leu Ser Gly Tyr ^ * ^ 

w°? rnVfy Glu He Trp Glu Thr Met Pro Met Leu Phe 
Leu Leu Ser Arg Val Thr Glu lie irp ^ Q 

XX. « S vaX M. n. ~ - - ~ - »« L " 

w «r - - « oly g ~ °>Y "P ~ ~ « ^ 

450 t r^ir, AT-rr Asn Leu Gly Tyr Val Leu Ala 

Val Arg He Glu Thr Leu Lys Gin Arg Asn Leu y y 4gQ 

HI ^ Asn Leu Cys £r Ser His Tyr His He Met Val His Gin He 
L eu Pro Asn Val Xle Val Pro Val He Ser Leu Leu Pro Phe Ser Met 
M et Ala Met III Ser Cys Glu Ala Gly Leu Thr Phe Leu Gly Leu Gly 

515 = ai» ser Trp Gly Asn Leu Leu Arg Glu Gly Val Thr 
Glu Glu Ser ser Ala Ser Trp ^iy * s ^ q 

530 !i no tm Tire Pro Pro Ala He Met Leu 

Ala Phe Pro Ser Glu Ser Ala He Leu Trp Pro 5g0 

545 550 T , Tie Glv Asp Gly He Arg Asp 

Thr Leu Leu Leu Met Ala He Ala Val 575 

565 i/U 
Ala Leu Asp Pro Lys Met Gin Asp 
580 

(2) INFORMATIONS POUR LA SEQ ID NO : 995: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 154 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIOUE : oui 

(viii) POSITION DANS LE GENOME: complement < 961053 .. 961514 > 



1682 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 995: 



Ala 


Gin 


Ala 


Cys 


Ser 


Gin 


Gly 


Leu 


Pro 


He 


Asn 


Arg 


Thr 


Pro 


Pro 


He 


1 








5 










10 










15 




Gin 


lie 


lie 


Val 


His 


Phe 


Arg 


Gly 


Asp 


Ser 


He 


Phe 


His 


Ser 


Arg 


Leu 








20 










25 










30 






Ser 


Pro 


Ala 


Pro 


Val 


Phe 


Thr 


Cys 


Leu 


Phe 


Leu 


Gly 


Pro 


Gly Ala 


His 






35 










40 










45 








Lys 


Ala 


Met 


Glu 


Gly 


Leu 


Val 


Arg 


Trp 


Cys 


Glu 


Ala 


Tyr 


Ala 


Asn 


Lys 




50 










55 










60 










Met 


Pro 


Pro 


Lys 


Leu 


Ser 


Phe 


Leu 


Asp 


Leu 


Ser 


Ser 


Phe 


Lys 


Glu 


Lys 


65 










70 










75 










80 


Arg 


Leu 


Ala 


He 


Leu 


Gin 


Glu 


He 


Arg 


Gin 


He 


Pro 


Phe 


Gly 


Thr 


Arg 








85 










90 










95 




His 


Thr 


Cys 


Glu 


Glu 


He 


Ala 


Glu 


Arg 


Thr 


Lys 


Thr 


His 


Thr 


Glu 


Glu 






100 










105 










110 






Val 


Leu 


He 


Ala 


Cys 


Gin 


Glu 


Asn 


Pro 


Leu 


Pro 


Leu 


Leu 


He 


Pro 


Cys 






115 










120 










125 








His 


Arg 


Val 


Leu 


Ser 


He 


His 


Asp 


Tyr 


Pro 


Gly Gly 


Glu 


Lys 


Leu 


Tyr 




130 










135 










140 










Lys 


Ala 


Leu 


Thr 


Glu 


Phe 


Glu 


Glu 


Leu 


Ser 















145 150 



(2) INFORMATIONS POUR LA SEQ ID NO : 99 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 63 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 961487 9 62575) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 996: 



GlU 


He 


Ser 


Gin 


His 


Arg 


Thr 


Arg 


Gin 


Leu 


Met 


Lys 


Arg 


Leu 


Phe 


Phe 


1 








5 










10 










15 




He 


Cys 


Ala 


Leu 


Ala 


Leu 


Ser 


Pro 


Leu 


Ala 


Tyr 


Gly 


Ala 


Val 


Gin 


Lys 








20 










25 










30 






Asp 


Pro 


Met 


Leu 


Met 


Lys 


Glu 


Thr 


Phe 


Arg 


Asn 


Asn 


Tyr 


Gly 


He 


He 






35 










40 










45 








Val 


Phe 


Lys 


Gin 


Glu 


Trp 


Asn 


Lys 


Arg 


Gly 


Cys 


Asp 


Gly 


Ser 


He 


Thr 




50 










55 










60 










Arg 


Val 


Phe 


Lys 


Asp 


Gly 


Thr 


Thr 


Thr 


Leu 


Glu 


Val 


Tyr 


Ala 


Gin 


Gly 


65 










70 










75 










80 


Ala 


Leu 


His 


Gly 


GlU 


Val 


Thr 


Arg 


Thr 


Phe 


Pro 


His 


Ser 


Thr 


Thr 


Leu 










85 










90 










95 




Ala 


Val 


He 


Glu 


Thr 


Tyr 


Asp 


Gin 


Gly 


Arg 


Leu 


Leu 


Ser 


Lys 


Lys 


Thr 








100 










105 










110 






Phe 


Phe 


Pro 


Asn 


Ala 


Leu 


Pro 


Ala 


Lys 


Glu 


Ala 


Val 


Tyr 


His 


Glu 


Asp 






115 










120 










125 








Gly 


Ser 


Phe 


Ser 


Leu 


Thr 


Arg 


Trp 


Pro 


Asp 


Asn 


Asn 


Asn 


Ser 


Asp 


Thr 




130 










135 










140 










He 


Thr 


Asp 


Pro 


Cys 


Phe 


Val 


Glu 


Lys 


Thr 


Tyr 


Gly 


Gly 


Arg 


Val 


Leu 


145 










150 










155 










160 


GlU 


Gly 


His 


Tyr 


Thr 


Ser 


Phe 


Asn 


Gly 


Lys 


Tyr 


Ser 


Ser 


Lys 


He 


Leu 



1683 



165 "0 175 



Thr Glu Glu Ser Phe Asn Asp Gly Val Met Val Lys Lys Thr Thr Phe 

200 ^ UD 



Asn Gly Glu Gly Val Arg ser Thr Phe Ser Ser Asp Ser lie Leu Leu 

180 18b 
Ser Phe Asn Asp Gly 

Tyr ser Thr Arg Glu Pro Glu Thr val Thr His Tyr Val Asn Gly Tyr 

Leu Tnr Glu Phe Gly Leu Pro He Phe Leu Val Gly Phe Gin He Arg 

Leu Lys Asn Gly Asp £t As P lie Lys Thr Ala Leu Gin Ser Tyr Leu 

245 2bU 
Lys Met Val Val Arg Leu Leu Lys Ser His Leu Tyr Ala Glu Gin Lys 



Met Glu ser Asn Ser Asp Thr Met Asn Lys Arg He Ser Leu Lys Arg 



Phe Leu Gly Ser Thr Thr Ser Cys Met Glu Ser Ala Lys Ser Met Arg 



280 



285 



295 



300 



Arg Gly Tyr Ala Asn Pre Asn Gly He Thr Lys Ala Asn Leu Ser Arg 



, 10 315 
305 310 



L ys Ser Ser Leu Asn Asp Ser Val Pro Pro Asp Asn Ser Thr Leu Gly 

Ala ser Trp Leu Lys Ser Ser Leu Leu Ser Leu Gin Arg Pro Arg Thr 

340 34b 
Val Trp Pro Arg Leu Ala Leu Lys Gly Phe Leu 



355 360 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 132 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 9 61584 .. 9 61979 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 997: 
Trp Arg Asn Gly Gin Lys Asn Asp He Leu Leu Asp Ser Arg Thr Arg 
Asn Arg His Ser Leu Cys Gin Trp Val Pro His Gly Val Arg Phe Thr 
Tyr Leu Pro Sy Gly He Pro A.» Thr He Glu Glu Trp Arg Tyr Gly 

His Gin Asp Gly Leu Thr He Leu Phe Lys Asn Gly Cys Lys He Ala 

55 

Glu Val Pro Phe Val Arg Gly Ala Lys Asn Gly He Glu Leu Arg Tyr 
fsn Glu Gin Glu Asn He Ala Glu Glu lie Ser Trp Gin His Asn He 
Leu His Gly val Arg Lys He His Ala Ala Gly Val Cys Jy. ser Glu 



Trp Tyr Tyr Lys Gly Lys Pro Val Ser Gin He Lys Phe Glu Arg Leu 

115 120 
Ser Ala Ala Arg 
130 



1684 



(2) INFORMATIONS POUR LA SEQ ID NO : 998: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 790 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 9 62545 9 64 9 14 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 998: 



Met 


Leu 


Val 


Pro 


Leu 


Ser 


Leu 


Leu 


Gin 


Lys 


Phe 


Phe 


Ser 


Ser 


Pro 


Leu 


1 








5 










10 










15 




Ser 


He 


Glu 


Glu 


He 


Leu 


Gin 


Ala 


Cys 


Asp 


Arg 


He 


Gly 


He 


Glu 


Ala 








20 










25 










30 






Glu 


Cys 


Ser 


Asn 


Val 


Phe 


Pro 


Asp 


Ser 


Leu 


Asn 


Thr 


Val 


Val 


Thr 


Gly 






35 










40 










45 








Lys 


He 


Leu 


Ser 


Ala 


Ser 


Pro 


His 


Pro 


Asp 


Ala 


Glu 


Arg 


Leu 


Thr 


Val 




50 










55 










60 










Ala 


He 


Val 


Phe 


Asp 


Gly 


Lys 


Gly 


Lys 


Arg 


Gin 


He 


•He 


Cys 


Gly 


Ala 


65 










70 










75 










80 


Pro 


Asn 


Cys 


Arg 


Ala 


Gly 


He 


He 


Val 


Pro 


He 


Ala 


Leu 


Pro 


Gly 


Ala 










85 










90 










95 




Lys 


Leu 


Arg 


Asn 


Ala 


Ser 


Gly 


Glu 


He 


Thr 


Thr 


He 


Lys 


Lys 


Ala 


Lys 








100 










105 










110 






He 


Arg 


Gly 


Leu 


Glu 


Ser 


Gin 


Gly 


Met 


Cys 


Cys 


Gly 


Ala 


Asp 


Glu 


Leu 






115 










120 










125 








Gly 


Phe 


Pro 


His 


Leu 


Gin 


Lys 


Ala 


Gin 


Arg 


Gly 


He 


Phe 


Glu 


Phe 


Pro 




130 










135 










140 










Ala 


Asp 


Thr 


Pro 


Leu 


Gly 


Glu 


Ser 


Ala 


Cys 


Met 


Leu 


Leu 


Ala 


Gly 


Ala 


145 










150 










155 










160 


Ser 


Leu 


Glu 


Cys 


Ser 


Leu 


Thr 


Pro 


Asn 


Leu 


Gly 


His 


Cys 


Ala 


Ser 


Leu 










165 










170 










175 




Leu 


Gly 


Leu 


Ala 


Arg 


Glu 


He 


Ser 


Phe 


Leu 


Ser 


Pro 


Val 


Ser 


Leu 


Asn 








180 










185 










190 






He 


Pro 


Glu 


Glu 


Phe 


Ser 


Phe 


Ala 


Ser 


Leu 


Pro 


Gin 


Glu 


Thr 


Ser 


He 






195 










200 










205 








Cys 


Asp 


Met 


His 


Asp 


Ala 


Gly 


Ala 


Cys 


Pro 


Val 


Phe 


Tyr 


Ser 


Val 


Lys 




210 










215 










220 










He 


Ser 


Gly 


Leu 


Ser 


Cys 


Arg 


Arg 


Ser 


Pro 


Glu 


Tyr 


Leu 


Gin 


Ala 


Ala 


225 










230 










235 










240 


Leu 


Thr 


Ala 


Leu 


Gly 


Gin 


Lys 


Pro 


Leu 


Asn 


Ala 


He 


Val 


Asp 


He 


Thr 










245 










250 










255 




Asn 


Tyr 


Val 


Met 


Leu 


Ser 


Leu 


Gly 


Gin 


Pro 


Leu 


His 


Ala 


Tyr 


Asp 


Ser 








260 










265 










270 






Gin 


Ala 


Val 


Glu 


Gin 


Lys 


Ser 


Leu 


His 


Ala 


Ala 


Thr 


Leu 


Gin 


Ser 


Ala 






275 










280 










285 








Gin 


Pro 


Leu 


Thr 


Leu 


Leu 


Asn 


Gin 


Glu 


Thr 


Tyr 


Thr 


Leu 


Pro 


Ala 


Gly 




290 










295 










300 










Ser 


Leu 


Val 


Val 


Ala 


Asp 


Gin 


His 


Asn 


He 


Leu 


Gly 


Leu 


Ala 


Gly 


Val 


305 










310 










315 










320 


Met 


Gly 


Ser 


Ala 


Ala 


Ser 


Ser 


Cys 


Ser 


Glu 


Asn 


Thr 


Thr 


Glu 


He 


He 










325 










330 










335 




Leu 


Glu 


Ala 


Ala 


Tyr 


Phe 


Gin 


Pro 


Gin 


Ala 


Val 


Arg 


Lys 


Tyr 


Gin 


Arg 



1685 



Thr He Gin Leu His Thr Glu Ala HI Tyr Arg Phe Thr Arg cly Val 
ASP Pro III Gly Val Leu Pro 111 Leu His Ala Ala He His Met He 
Oln HI L eu Phe Pro Asp Alt Gin He Ser Pro He Gin Lys He Gly 
A sp Asp ser Phe Phe III Leu Ser Leu Ser Val Arg Pro Lys Thr He 

405 4XU 

Lys Arg Leu Leu Asp He Glu Leu Ser Thr Ala Glu He Val Ala Lys 

L eu Phe Ser Leu Gly Phe Gin Thr Ala Val Glu Glu Gin Ala Val Arg 

val Glu Val Pro ser Tyr Arg His Asp He Gin Glu Glu Thr Asp Leu 

Val Oil Glu He cys Arg ill Thr Pro Phe Val Gin Lys Thr Gin igs 

fie Leu Pro Thr Tyr Thr Pro He Tyr Ser Leu Lys Arg Glu Leu Thr 

485 ^yu 
A la Phe Leu Ala Asn Gly Gly Leu Gin Gin Phe Phe Thr Cys Ser Leu 

L eu Asp Thr III Val Ser Ser Leu Ser Leu Gin Glu Ser Ser Leu He 

Pro Val III Asn Ser Ser Trp Lys Leu Arg Asp Ser Leu Leu Pro Gly 

Met III Lys Ser Ala Ala Thr Asn Leu His Arg Gin Ala Pro Tyr Val 

Tyr Ala Phe Glu He Gly Asn Val Tyr Ser Lys Glu Gin Asn Arg Tyr 

Q1B Glu Glu Glu III Val Ala He Leu Leu Ser Arg Gin Val Met Asp 

ASP ser Trp HI Gly Lys Thr Pro Leu Ser Phe Tyr Thr He Lys Gly 

Trp Val HI Lys Leu Leu Cys Gin Ser Gly Ala Ser He Glu Asp Phe 

ser III Gin Pro Ser Gin His Pro Asn Phe His Pro Tyr Gin Gin Ala 

fla Leu Tyr Gin Lys Lys His Leu Leu Gly He Phe Gly Thr Leu His 

Pro Gin Leu cys Arg Lys Ala Gin lie Lys His Asp Val Val Phe Ala 

Olu Leu Ser HI Asn Val Leu Leu Ser Leu Lys Lys jy. Ser Gly Pro 

His Tyr Val Pro Tyr Pro lie Tyr Pro Ala Ser Ser Arg Asp He Thr 

He Thr He Asp Arg Asp Leu Pro Ala Asp Leu Val Arg Arg Glu Leu 

III Ser Phe Glu Ser Lys Trp Leu Glu Ser Val His He Val Ser Val 

Tyr Gin Gly Arg Asp Ser Ala Ser Gin Ser Lys Asn Val Ser Leu Arg 

Met val Phe Arg Asp His Glu Arg Thr Leu Ser Gly Gin Glu He Glu 

Olu Glu S Glu Arg Leu Thr III Leu Leu Asp ijy. Lys Leu Ala Asn 



770 775 
lie Gly Gin Gly Asn Ser 
785 7 *° 



1686 



(2) INFORMATIONS POUR LA SEQ ID NO : 999: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 256 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 964941 .. 9 65708 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 99 9: 

He Leu Arg Ser Gly Val Tyr Ser Ser Lys Tyr Phe Glu Gly Glu Gly 

1 5 10 15 

Cys Arg Ser Phe Met Gly He Glu Gly Arg Gly Ser Gly Ala Met Gin 

20 25 30 

Ser Lys Lys Thr He Lys Trp Leu Lys Gin Ala Leu Val Leu Ser Ser 

35 40 45 

He Val Asn He Leu Leu Leu Leu Leu He Tyr Ser Thr Val Phe Arg 

50 55 60 

Lys Asp He Tyr Lys Leu Arg Val Phe Pro Gly Asn Leu He Ala Lys 
65 70 75 80 

Ser Ser Arg He Gly Lys He Pro Glu Asp He Leu Glu Arg Leu Glu 

85 90 95 

Asn Ala Ser Phe Ala Asp Leu Leu Ala Leu Leu Xaa Glu Glu Arg Met 

100 105 HO 

Val Phe Gly His Pro Leu Lys Ser Trp Ala Gin Gly Val Ser He Gin 

115 120 125 

Lys Tyr Phe Val Asp He Ala Pro Met Leu Xaa His Xaa Leu Thr Phe 

130 135 140 

He Lys Leu Lys Ser Pro Glu Arg Thr Trp Leu Leu Pro Asp He Asn 
145 150 155 160 

Asp Gin Glu Phe Thr Arg He Cys Gin Tyr Leu Leu Thr Xaa Arg Phe 

165 170 175 

Pro Phe Ser Ser Arg Gly Phe Phe Arg He Met Val Arg Asp Cys Glu 

180 185 190 

Ala Gly Val Val Asp Glu Asp Val Leu Tyr Arg Phe Cys His Leu Pro 

195 200 205 

Glu Phe Leu Tyr Val Arg Ser Leu Leu Phe Gly Ala Glu He Glu Ala 

210 215 220 

Ala Ser Val Ala Ser Leu Ala Arg Met He He Gin Gly Gly Glu Asp 
225 230 235 240 

Leu Phe Phe Ser Leu Cys Cys Leu Glu Asn Arg Gin Thr Ala Asp Phe 
245 250 255 



(2) INFORMATIONS POUR LA SEQ ID NO: 1000: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 277 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 9 6 6193 9 67 023 ) 
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(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1000: 
Asp Thr Leu Pro Phe Asn Asp He Asp Val He Ser Thr Met Arg cys 
Ser Ala Tyr Cys Thr Ala Ser Ser Tyr His Leu His Val Leu Phe His 
Leu Le u Lys Val Asn Tyr Pro Ser Val Leu Ser Arg Glu Tyr Val Leu 
He Ser Ser Glu Glu Leu Asp tin Ser Asp Lys Ala Ala Val Phe Phe 



55 6° 



Pro IL Gly Val Cys Val Phe Trp Gly Trp Glu Glu Thr Glu Glu Leu 

70 ' b 



Gin Val lie Arg Ala He Thr Pro Ser Ala Val Asn Pro Leu Pro Asn 



Pro Glu lie Asp Ser Tyr Asp Phe His Tyr Gly Glu Lys Leu Gin He 



Arg Arg Asp Arg Leu Val Leu Thr Asn Ser Asn Leu Asn Thr Lys Leu 



105 



110 



Ala lie III Phe Gly Leu Ala Gin Ser He Lys Leu Thr Val Phe Glu 



120 



125 



Glu ihr lie Tyr Lys Thr Va^l Glu Asn Ser Lys Ser Leu Pro Gin Glu 



135 



140 



lil Ala Ser Lys Gly lys He Ser Leu Ser Arg Lys Thr He Ala Lys 



155 



Lys lie Gly Glu III Phe Leu Asp Lys Ala Ser Val Asn Leu His Ser 



170 



Asp lie Leu Asp Glu Pro Asp Phe Phe Trp Glu His Pro Glu Thr Gin 



185 



Pro Phe Tyr He Asn Val Leu Tnr Cys Leu Asp Val Asn Ala Arg Val 



200 



215 



220 



Asn vai Leu Asn His Arg Leu Ala He Leu Gly Asp Val Leu Glu He 



III Asn Asp Gin Leu Asn His Gin His ser Ser Ala Leu Glu Trp Thr 



230 



245 

Val He Trp Leu He Ala Leu Glu Val Leu Val Thr Leu Leu Lys Asp 

260 265 
Val Phe Asn He He 
275 

(2) INFORMATIONS POUR LA SEQ ID NO: 1001: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 206 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : 9 67444 9 68061 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1001: 

Ser Phe Val Ser Phe Val Met Glu Lys Arg Gly Val He Val His He 

Lu Val Cys Leu Leu Thr He Phe Gly Jhr Leu Ser Leu Pro Ala Phe 
20 25 30 



250 
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Gly 


Ala 


His 


Phe 


Leu 


Ala 


Glu 


Glu 


Glu 


Gin 


Phe 


Tyr 


Met 


Asp 


Arg 


Phe 




35 










40 










45 








Val 


Phe 
50 


Ser 


Gly 


Gin 


Tyr 


Pro 
55 


Asp 


Met 


Glu 


Thr 


Met 
60 


GlU 


He 


His 


Ala 


Glu 


Arg 


Lys 


Lys 


Arg 


Val 


Gin 


Phe 


Asp 


Val 


Thr 


Gly 


Ser 


Phe 


Pro 


Lys 


65 










70 










75 










80 


Leu 


Glu 


Ser 


Val 


Val 
85 


Tyr 


Lys 


Gly 


Ser 


Phe 
90 


Gly 


Leu 


Leu 


Arg 


Ser 
95 


Lys 


He 


Lys 


Gly 


Glu 
100 


Cys 


Pro 


Glu 


Leu 


Ser 
105 


Ser 


Val 


Asn 


Leu 


Ser 
110 


Cys 


Thr 


Ser 


Cys 


Arg 
115 


Met 


Asp 


Leu 


Asp 


Phe 
120 


Arg 


Gly 


Glu 


Trp 


Lys 
125 


Lys 


Asn 


Ala 


Ser 


He 
130 


Tyr 


He 


Arg 


Asn 


Glu 
135 


Gin 


Glu 


Pro 


He 


Thr 
140 


He 


Met 


Leu 


Pro 


Lys 


Asp 


He 


Gly 


Val 


Val 


Val 


Tyr 


Thr 


Gin 


Val 


Asp 


Met 


Asn 


Ser 


Lys 


145 










150 










155 










160 


Val 


Val 


Ala 


Glu 


Gly 


Ser 


Leu 


He 


Lys 


Arg 


Gly Arg 


Gly 


Phe 


Trp 


Lys 










165 










170 










175 




Lys 


Thr 


Phe 


Arg 
180 


Asn 


Ser 


Leu 


Val 


Gly 
185 


Glu 


Ser 


Pro 


Val 


Thr 
190 


Leu 


Thr 


Phe 


His 


Val 
195 


Glu 


Thr 


Arg 


Asn 


Gly 
200 


Gly 


Val 


He 


Phe 


Leu 
205 


Arg 







(2) INFORMATIONS POUR LA SEQ ID NO: 1002: 

(i) CARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 280 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 9 68064 9 689 03 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1002: 

Arg Lys Leu Ser Ala His Arg Phe Phe He Pro Lys Asp Lys Asn He 

15 10 15 

Arg Phe Leu Pro Arg Asp Ser Phe He Phe Ser Thr Asp Glu Leu Leu 

20 25 30 

Tyr Pro Tyr He Phe Met Gin He Thr Leu Pro Gly Val Val Leu Thr 

35 40 45 

Asn Ser Pro Ala Glu Lys Gin His Val He Val Lys He Phe Ser Pro 

50 55 60 

Ala Gly Leu Leu Ser Ala Phe Ala Lys Asn Gly Ala Ser Leu Ser Cys 
65 70 75 80 

Asp Phe Arg Glu Ser Leu Phe Pro He Ser Phe Ser Leu Phe Thr He 

85 90 95 

Gin Gin Ser Pro Pro Lys Met Arg Lys Val He Gin Gly Glu Leu Gin 

100 105 110 

Asn Pro Phe Thr Thr He Lys Ser Ser Tyr Pro Leu Leu Gin Ser Ala 

115 120 125 

Gly Lys Met He Gin Ala He Leu Lys Thr Gin Trp His Glu Lys Pro 

130 135 140 

Ser Pro His Leu Phe Ser Leu Phe Phe Asn Phe Leu Gin Arg He Pro 
145 150 155 160 

Glu Thr Gin Tyr Pro Asn Phe Phe Ser Ser Met Phe Leu Leu Lys Leu 



1689 



165 "0 175 



Leu Gin His Glu Gly Ser Leu Asp Leu Ser Arg Ser Cys Thr Leu Cys 

180 185 ±y 

Lys Thr Ser Leu Glu Ser Ser Thr He Tyr Arg Tyr Glu Gly Ala Leu 



195 200 ^-i 

Phe Cys Glu Lys His Ala His Glu Glu Thr lie Ser Phe Ser Gin Glu 

Glu Asp His lie Leu Arg Val He Val Gin Ala Lys Lys Phe Gin Glu 

Leu Val Cys Leu Ala Glu Phe Pro He Asp He Asp Thr Lys lie Asp 

Ala Leu Phe Ser III Phe Leu Ser Glu Thr Ser Glu Pro Ser Ser Leu 

260 265 
Tvr Tyr Lys Gly Lys Thr Leu Leu 
275 280 



(2) INFORMATIONS POUR LA SEQ ID NO: 1 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 86 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 9 69528 .. 97 0685 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1003: 
Met Ser He Glu His He Leu He He Asp Asp Asp Pro His He Leu 
Ala Leu Leu Ser Glu lie Leu Gly Ala Arg Asn Phe Ser Val Ser Ser 
Ala Pro Gly Val Lys Gin Ala lie Lys Gin He Ser Asn Cys Pro Phe 
Asp Leu He lie Ser Asp Met Asn Met Pro Asp Gly Ser Gly Leu Asp 
lie He Gin Tyr Thr Lys Gin His Arg Pro Gin Thr Pro He Leu Val 
He Thr Ala Phe Gly Thr He Gin Asn Ala Val Glu Ala Met Arg Phe 
Gly Ala Phe Asn Tyr Leu Thr Lys Pro Phe Ser Pro Asp Ala Leu Phe 



Thr Leu He III Lys Ala Glu Glu Leu Gin Ala Leu Gin Gin Asp Asn 

Leu 
Arg 
cys 

lis ~ I 70 175 



105 



Leu Phe III Gin Ser Gin Gly Ser Ser He Ser His Pro Leu He Ala 



Glu III Pro ser Met Lys Gin Leu Leu Asp Lys Ala Arg Arg Ala Ala 



135 



115 I 20 

Leu 

Pro 

Asn Ser Ser Ala Asn He Phe Val His Gly Gin ser Gly Cys Gly Lys 



155 



Glu Asn Leu Ser Phe Phe He His Lys His Ser Pro Arg ser Thr Lys 

Pro Tyr He Lys Val Asn cys Ala III He Pro Asp Thr Leu Leu Glu 

195 200 
Ser Glu Phe Phe Gly His Glu Lys Gly Ala Phe Thr Gly Ala Thr Thr 
210 21S 22 ° 
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Lys 


Lys 


Val 


Gly 


Arg 


Phe 


Glu 


Leu 


Ala 


His 


Gin 


Gly 


Thr 


Leu 


Leu 


Leu 


225 










230 










235 










240 


Asp 


Glu 


He 


Thr 


Glu 


He 


Pro 


He 


His 


Leu 


Gin 


Ala 


Lys 


Leu 


Leu 


Arg 








245 










250 










255 




Ala 


He 


Gin 


Glu 
260 


Gin 


Glu 


Phe 


Xaa 


His 
265 


He 


Gly 


Gly 


He 


Lys 
270 


Thr 


Leu 


Pro 


Val 


Asn 
275 


He 


Arg 


Phe 


Leu 


Ala 
280 


Thr 


Ser 


Asn 


Arg 


Asp 
285 


Leu 


GlU 


Glu 


Ala 


He 
290 


Glu 


Thr 


Lys 


Val 


Leu 
295 


Arg 


Gin 


Asp 


Leu 


Tyr 
300 


Tyr 


Arg 


Leu 


Ser 


Val 


He 


Ser 


Leu 


His 


He 


Pro 


Pro 


Leu 


Arg 


Asp 


Arg 


Lys 


Glu 


Asp 


He 


305 










310 










315 










320 


Leu 


Pro 


Leu 


Ala 


His 
325 


Tyr 


Tyr 


Leu 


Glu 


Lys 
330 


Phe 


Cys 


Lys 


Met 


Asn 
335 


Asn 


Lys 


Pro 


Pro 


Lys 


Thr 


Leu 


Ser 


Leu 


Glu 


Ala 


Gin 


Arg 


Asn 


Leu 


Leu 


Asp 






340 










345 










350 






Tyr 


Ser 


Trp 

355 


Pro 


Gly 


Asn 


Val 


Arg 
360 


Glu 


Leu 


Ser 


Asn 


Val 
365 


Leu 


Glu 


Arg 


Thr 


Val 
370 


He 


Leu 


Glu 


Asn 


Asp 
375 


Pro 


Ala 


He 


Thr 


Pro 
380 


Ser 


Met 


Leu 


Ala 



Leu Leu 
385 



(2) INFORMATIONS POUR LA SEQ ID NO: 1004: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR : 261 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement ( 97 1024 97 1806 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1004: 



Glu 


Lys 


Glu 


Asn 


Trp 


Glu 


Leu 


Met 


Pro 


Lys 


He 


Asp 


Thr 


Cys 


Asp 


Ser 


1 






5 










10 










15 




Cys 


Val 


Ser 


Asn 


Thr 


Glu 


Leu 


Leu 


Ala 


He 


Arg 


Thr 


Arg 


Val 


Thr 


Gin 






20 










25 










30 






Ser 


Tyr 


Asn 


Glu 


Ala 


Gin 


Thr 


He 


Leu 


Ser 


Ser 


He 


Pro 


Asp 


Gly 


He 




35 










40 










45 








Phe 


Leu 


Leu 


Ser 


Glu 


Ser 


Gly 


Glu 


He 


Leu 


He 


Cys 


Asn 


Pro 


Gin 


Ala 




50 










55 










60 










Arg 


Ala 


He 


Leu 


Gly 


He 


Pro 


Lys 


Asp 


He 


Gin 


Leu 


Val 


Thr 


Arg 


Arg 


65 










70 










75 










80 


Phe 


His 


Asp 


Phe 


Phe 


Pro 


Asp 


Thr 


Phe 


Phe 


Gly 


Phe 


Ser 


Val 


Gin 


Glu 










85 










90 










95 




Ala 


Leu 


Glu 


Lys 


Glu 


Val 


Pro 


Pro 


Lys 


Thr 


He 


Arg 


Leu 


Thr 


Leu 


Ser 








100 










105 










110 






Gin 


Glu 


Leu 


Ser 


Gin 


Lys 


Glu 


Val 


Glu 


Val 


Phe 


Val 


Arg 


Lys 


Asn 


He 






115 










120 










125 








Ser 


His 


Gly 


Phe 


Leu 


Phe 


Leu 


Leu 


He 


Arg 


Asp 


Arg 


ser 


Asp 


Tyr 


Arg 




130 










135 










140 










Gin 


Leu 


Glu 


Gin 


Ala 


He 


Glu 


Lys 


Tyr 


Arg 


Ser 


He 


Ser 


Glu 


Leu 


Gly 


145 










150 










155 










160 


Lys 


He 


Ala 


Ala 


Thr 


Leu 


Ala 


His 


Glu 


He 


Arg 


Asn 


Pro 


Leu 


Thr 


Ser 
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165 170 175 

lie Ser Gly Phe Ala Thr Leu Leu Lys Glu Glu Leu Ser Ser Glu Arg 

180 I 85 190 _ 

His Gin Arg Met Leu Asn Val He He Glu Gly Thr Arg Ser Leu Asn 

195 200 
Ser Leu Val Ser Ser Met Leu Glu Tyr Thr Lys lie Gin Pro Leu Asn 

Leu Arg Ser He Asp Leu III Asp Phe Phe Ser Ser Leu He Pro Glu 

Leu Ser Leu Thr Phe III Leu Val His Leu Glu Glu Pro Ser Tyr Leu 



Leu Tyr Ser Ala Leu 
260 



(2) INFORMATIONS POUR LA SEQ ID NO : 10 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 222 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 9723 88 .. 973 053 ) 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1005: 

Ala Phe Phe His Ser Ala Gly Asn Phe Met Asn Leu He Leu Leu Leu 

Thr Leu Cys Leu Ser Ser Leu Leu Ser Gly Cys Ser Thr Asp Asn Arg 

Gin Thr Ser Tyr He Glu Ala Ala Arg He Thr Thr Gin Ser Ser Gly 

Ser Leu He Leu Tyr Pro Val He Glu Pro Arg Ser Ala Pro Thr Tyr 

His Trp Pro Thr Pro Lys Ser Pro Val He Thr Asn Tyr Ser Phe His 

Cys His Gly Thr Ser lly Ser Leu Ser Thr Glu Glu Thr Leu Val Phe 

Asp cys Asn Gly He Lys His Leu Ala Lys Pro Phe Ser lie His Pro 

100 1° 5 
Leu Leu Val Thr He Ala Gin Tyr He His His His Phe Pro He Thr 

He Glu III Gly Tyr Cys Cys Pro Met His Tyr Lys Phe Leu Leu Thr 

Ser Asp Thr Ser He Ser III Gin His Cys Lys Gly Leu Ala Ala He 

145 I 50 155 _ _ Z 

Val Ser Thr Gin Gin Pro Val Ser Pro Gin Met Leu Ala Pro He Leu 

Ser Lys Leu Tyr Arg Gly Leu Pro Leu Pro ser Lys Thr Phe Thr Leu 

Ser His Asn Tnr He Gin Asn Glu Asp Phe He lie Thr Ser Thr Phe 

195 200 205 

Lys Lys Gly Lys Pro Val Leu Val He Glu Val His His Glu 
210 215 220 



1692 



(2) INFORMATIONS POUR LA SEQ ID NO : 1006: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 67 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 973746 974546 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1006: 



Met 


Thr 


Lys 


Lys 


He 


Val 


Leu 


Gin 


He 


Ala 


Tyr 


Gin 


Gly 


Thr 


Ser 


Tyr 


1 








5 










10 










15 




Ser 


Gly 


Trp 


Gin 


Tyr 


Gin 


Pro 


Asn 


Ala 


Leu 


Ser 


He 


Gin 


Glu 


Val 


Leu 








20 










25 










30 






Lys 


Thr 


lie 


Leu 


Lys 


Lys 


He 


Ala 


Gly 


Phe 


Arg 


He 


Ser 


Val 


He 


Ser 






35 










40 










45 








Ser 


Gly 


Arg 


Thr 


Asp 


Ala 


Gly 


Val 


His 


Ala 


Gin 


Gly 


Gin 


He 


Ala 


His 




50 










55 










60 










Phe 


His 


Cys 


Pro 


Asp 


His 


Pro 


His 


Phe 


Thr 


Asp 


Pro 


Arg 


Gin 


He 


Gin 


65 










70 










75 










80 


Lys 


Met 


Leu 


Asn 


Ala 


Leu 


Leu 


Pro 


His 


Asp 


He 


Val 


He 


Arg 


Asp 


Ala 








85 










90 










95 




Val 


Met 


Thr 


Asp 


Gly 


Asp 


Phe 


His 


Ser 


Arg 


Phe 


Ser 


Ala 


He 


Ala 


Lys 








100 










105 










110 






Glu 


Tyr 


Arg 


Tyr 


Thr 


Leu 


Ser 


Leu 


Leu 


Pro 


Lys 


Pro 


Leu 


Pro 


His 


His 






115 










120 










125 








Arg 


Leu 


Phe 


Cys 


Phe 


Ser 


Pro 


Arg 


Tyr 


Lys 


Leu 


Asn 


He 


Ala 


Arg 


Met 




130 










135 










140 










Gin 


Glu 


Ala 


Ala 


Gin 


Tyr 


Leu 


Val 


Gly 


Thr 


His 


Asp 


Phe 


Ala 


Ser 


Phe 


145 










150 










155 










160 


Ala 


Asn 


Leu 


Gly 


Arg 


Glu 


Tyr 


Ser 


Ser 


Thr 


He 


Arg 


Thr 


Leu 


Tyr 


Thr 










165 










170 










175 




Leu 


Asp 


Leu 


Ser 


Glu 


Gin 


Glu 


His 


Leu 


Val 


Thr 


Val 


He 


Cys 


Arg 


Gly 








180 










185 










190 






Asn 


Gly 


Phe 


Leu 


Tyr 


Lys 


Met 


Val 


Arg 


Asn 


He 


Val 


Gly 


Ala 


Leu 


Leu 






195 










200 










205 








Asp 


lie 


Gly 


Lys 


Gly 


Lys 


Tyr 


Pro 


Pro 


Glu 


His 


Leu 


Leu 


Asp 


Met 


Leu 




210 










215 










220 










Ala 


Thr 


Lys 


Asp 


Arg 


Arg 


Lys 


Gly 


Pro 


Pro 


Ser 


Ala 


Pro 


Pro 


Tyr 


Gly 


225 










230 










235 










240 


Leu 


Ser 


Leu 


His 


His 


Val 


Cys 


Tyr 


Pro 


Pro 


Pro 


Tyr 


Gin 


Trp 


Phe 


Cys 










245 










250 










255 




Lys 


His 


Glu 


His 


Asn 


Asn 


Ser 


Ser 


Glu Gly 


Lys 













260 265 



(2) INFORMATIONS POUR LA SEQ ID NO: 1007: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 222 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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Leu Phe Leu Pro Tyr Ser Val Lys Phe Ala Ser Pro Gly Thr Leu Arg 



70 



(viii) POSITION DANS LE GENOME: complement ( 974558 .. 97 5223 ) 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1007: 

Gly Ala Ser Met Asn Leu Ser Cys Ser Leu Val Leu Leu Gly Gly Gly 

Lys Gly Glu Arg Phe Asn Ser Leu Gin Pro Lys Gin Tyr Thr His Leu 

Cys Gly Glu Pro Leu He Leu His Ala Leu His Ala Tyr Gin Arg Leu 

Pro Phe 111 Gin Glu Val Val Val Val Cys Glu Glu Gin Tyr Arg Glu 
50 55 60 

u 

Gin Asp Ser Val Phe Ser Gly Leu Gin Gin Val Phe Thr Pro Trp Val 

85 90 
Cys He His Asp Gly Val Arg Pro Phe Val Tyr Ala Asp Glu Val He 

100 i° 5 110 , „ 

Glu Val Cys Ser Ala Ala Arg Lys Thr Gly Ala Ala Ala Leu Ala Ser 

Pro Ala Thr Tyr Thr He Lys Ser Cys Ala Pro Val Arg Thr Leu Asp 
Arg Asp Ala Leu Ala Val He His Thr Pro Gin Cys Leu Asp Thr Glu 

Ala Met Asp Phe Ser 
Ser Asp Asp Thr III Ala Ala Glu Leu Leu Gly He Glu Pro Thr Leu 

Val Phe Ser Asn Arg Val Gin He Lys Val Thr Tyr Pro Glu Asp Leu 

195 200 205 

Leu Phe Ala Glu Thr Leu Leu Ser Lys Ser Ser Thr Tyr Lys 
210 215 220 



145 I 50 
Val Leu Arg Glu Gly Leu Leu Leu Ala Arg Ala Met Asp Phe Ser Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 1008: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 261 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 975207 .. 975989 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1008: 



Ala Phe Leu Lys Lys Val Ser Arg Lys He ser Ser Leu Ser Pro Asp 

ile Leu Val Phe Thr Gly Asp Phe val Cys Arg Ala Lys Val Glu Thr 

20 25 3V 

Pro Glu Arg Leu Lys His Phe Leu Cys Ser Leu His Ala Pro Leu Gly 

35 40 45 

Cys Phe Ala Cys Leu Gly Asn His Asp Tyr Ala Thr Tyr Val Ser Arg 

50 55 60 

Asp He His Gly Lys He Asn Thr He Ser Ala Met Asn Ser Arg Pro 
65 70 75 80 
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Leu 


Lys 


Arg 


Ala 


Phe 


Thr 


Ser 


Val 


Tyr 


Gin 


Ser 


Leu 


Phe 


Ala 


Ser 


Ser 










85 










90 










95 




Arg 


Asn 


Glu 


Phe 


Ala 


Asp 


Thr 


Leu 


Asn 


Pro 


Gin 


He 


Pro 


Asn 


Pro 


His 








100 










105 










110 






Leu 


Val 


Ser 


He 


Leu 


Arg 


Asn 


Thr 


Pro 


Phe 


Gin 


Leu 


Leu 


His 


Asn 


Gin 






115 










120 










125 








Ser 


Ala 


Thr 


Leu 


Ser 


Asp 


Thr 


He 


Asn 


He 


Val 


Gly 


Leu 


Gly Asp 


Phe 




130 










135 










140 










Phe 


Ala 


Lys 


Gin 


Phe 


Asp 


Pro 


Lys 


Lys 


Ala 


Phe 


Thr 


Asn 


Tyr 


Asn 


Pro 


145 










150 










155 










160 


Thr 


Leu 


Pro 


Gly 


He 


He 


Leu 


Ser 


His 


Asn 


Pro 


Asp 


Thr 


He 


His 


His 










165 










170 










175 




Leu 


Gin 


Asp 


Tyr 


Pro 


Gly 


Asp 


Val 


Val 


Phe 


Ser 


Gly 


His 


Ser 


His 


Gly 








180 










185 










190 






Pro 


Gin 


He 


Ser 


Leu 


Pro 


Trp 


Pro 


Lys 


Phe 


Ala 


Asn 


Thr 


He 


Thr 


Asn 






195 










200 










205 








Lys 


Leu 


Ser 


Gly 


Leu 


Glu 


Asn 


Pro 


Glu 


Leu 


Ala 


Arg 


Gly 


Leu 


Phe 


Ser 




210 










215 










220 










Phe 


Pro 


Glu 


Glu 


Ser 


Arg 


Leu 


Leu 


Tyr 


Val 


Asn 


Arg 


Gly 


Leu Gly 


Gly 


225 










230 










235 










240 


Trp 


Lys 


Arg 


He 


Arg 


Phe 


Cys 


Ser 


Pro 


Pro 


Glu 


He 


Cys 


Leu 


Met 


Arg 










245 










250 










255 




Cys 


Leu 


Tyr 


Glu 


Pro 

























260 



(2) INFORMATIONS POUR LA SEQ ID NO: 1009: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 8 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 97 6254 97 6520 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1009: 



Glu 


Ser 


Ser 


Met 


Ser 


Gin 


Asn 


Lys 


Asn 


Ser 


Ala Phe 


Met 


Gin 


Pro 


Val 


1 








5 










10 








15 




Asn 


Val 


Ser 


Ala 
20 


Asp 


Leu 


Ala 


Ala 


He 
25 


Val 


Gly Ala 


Gly 


Pro 
30 


Met 


Pro 


Arg 


Thr 


Glu 
35 


He 


He 


Lys 


Lys 


Met 
40 


Trp 


Asp 


Tyr He 


Lys 
45 


Glu 


Asn 


Ser 


Leu 


Gin 
50 


Asp 


Pro 


Thr 


Asn 


Lys 
55 


Arg 


Asn 


He 


Asn Pro 
60 


Asp 


Asp 


Lys 


Leu 


Ala 


Lys 


Val 


Phe 


Gly 


Thr 


Glu 


Lys 


Pro 


He 


Asp Met 


Phe 


Gin 


Met 


Thr 


65 










70 










75 








80 


Lys 


Met 


Val 


Ser 


Gin 
85 


His 


He 


He 


Lys 















(2) INFORMATIONS POUR LA SEQ ID NO: 1010: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 104 acides amines 

(B) TYPE: acide amin£ 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE : oui 

(Viii) POSITION DANS LE GENOME: 97 6588 .. 97 689 9 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1010: 

Val Tyr Arg Gin Asn Lys Lys His ser Gin Val Phe Ser Lys Lys Arg 

Gly Lys ser Glu Leu Glu Asn Asp Leu Phe Leu Gly Leu Leu Arg Lys 

Lys Leu lie Pro Lys Arg Arg Ser Cys Tyr His Glu Arg Val Leu Ala 

35 40 45 

Val Thr Ala Thr Val He Val Glu He Thr Gly Lys Glu Asn Ser Ser 

Leu Lys Lys Lys Ser Leu Lys Leu Asp lie Leu Arg Lys Val Ser Lys 

He Met His Glu Asn Phe Asp Lys Arg Leu Glu Val Leu Leu Glu Gly 

85 9° 95 

Leu Ala Leu Thr Arg Arg Ser Leu 
100 



(2) INFORMATIONS POUR LA SEQ ID NO: 1011: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 250 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 976886.-977635 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1011: 

Leu Gly Gly Leu Phe Asp Pro Glu Gly Lys Glu Asn Glu Leu Lys Glu 

Leu Glu Gin Gin Ala Val Gin Asp Gly Phe Trp Asp Asp Val Ala Arg 

Ala Gly Lys lie Ser Glu Arg He Ala Arg Leu Lys Gin Gin Leu Ser 

Glu Phe Asn Glu Leu Lys Asn Lys Val Ser Thr lie Gin Phe Phe Leu 

Glu Asp Glu Glu Ser Ser Lys Asp Leu Glu Met Gin Lys Glu Leu Glu 

!ys Glu Phe Val Phe Cys Glu Lys Lys lie Thr Glu Trp Glu Thr Leu 

Arg Leu Leu Ser lly Glu Leu Asp Arg Asn Ser Cys Phe Leu Ser He 

100 105 
Asn Ala Gly Ala Gly Gly Thr Glu Ser cys Asp Trp Val Glu Met Cys 

115 120 125 , . 

cys Ala Cys He Cys Asp Gly Leu Val Val He Ser Trp Arg Val Glu 

13 5 

Val He Asp Arg Leu Asp Gly Glu Val Ala Gly He Lys His He Thr 
145 150 155 
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Leu 


Lys 


Leu 


Val 


Gly 


Glu 


Tyr 


Ala 


Tyr 


Gly 


Tyr 


Ala 


Lys 


Ala 


Glu 


Ser 










165 










170 










175 




Gly 


Val 


His 


Arg 


Leu 


Val 


Arg 


He 


Ser 


Pro 


Phe 


Asp 


Ser 


Asn 


Ala 


Lys 








180 










185 










190 






Arg 


His 


Thr 


Ser 


Phe 


Ala 


Ser 


Val 


Glu 


Val 


Phe 


Pro 


Glu 


He 


Asp 


Asp 






195 










200 










205 








Lys 


He 


Glu 


Val 


Glu 


He 


His 


Pro 


Gly 


Asp 


He 


Arg 


He 


Asp 


Thr 


Tyr 




210 










215 










220 










Arg 


Ser 


Ser 


Gly 


Ala 


Gly 


Gly Gin 


His 


Val 


Asn 


Val 


Thr 


Asp 


Ser 


Ala 


225 










230 










235 










240 


Val 


Arg 


He 


Thr 


Gin 


Xaa 


Leu 


Arg 


Glu 


Leu 















245 250 



(2) INFORMATIONS POUR LA SEQ ID NO: 1012: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 91 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 977 661 .. 977 933 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1012: 



Ser 


Asn 


Ser 


Lys 


Pro 


Arg 


Ser 


Leu 


Tyr 


Glu 


Tyr 


Leu 


Arg 


Ala 


Arg 


He 


1 








5 










10 










15 




Tyr 


Gin 


Lys 


Leu 
20 


Leu 


Gin 


Glu 


Arg 


Leu 
25 


Glu 


Lys 


Gin 


Asn 


He 
30 


Asp 


Arg 


Lys 


Asn 


Lys 
35 


Lys 


Glu 


He 


Ser 


Trp 
40 


Gly 


Ser 


Gin 


He 


Arg 
45 


Asn 


Tyr 


Val 


Phe 


Gin 
50 


Pro 


Tyr 


Thr 


Leu 


Val 
55 


Lys 


Asp 


Val 


Arg 


Thr 
60 


Gly 


Tyr 


Glu 


Val 


Gly Asn 


He 


Gin 


Ala 


Met 


Met 


Asp 


Gly 


Glu 


Leu 


Leu 


Asp 


Ala 


Phe 


He 


.65 










70 










75 










80 


Lys 


Ala 


Tyr 


Leu 


Val 
85 


Asp 


Tyr 


Gly 


Glu 


He 
90 


Thr 













(2) INFORMATIONS POUR LA SEQ ID NO: 1013: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 172 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 9779 18 978433 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1013: 

Leu Trp Arg Asn Tyr Met Thr Thr Met Arg Asp Pro Leu Leu Glu He 

15 10 15 

Arg Tyr Thr Val Pro Glu Asp Ala His Tyr Met Arg Leu Trp Leu Asn 



1697 



25 30 



Asp Pro Lys lie Leu Arg Gly Phe Pro Leu Lys Thr Glu Ala Glu He 
Arg Asp Ser Val Asn Phe Trp Val Ser Phe Tyr Arg Cys Arg Ser Ser 
L eu Thr Ala Val Tyr Asn Gly Glu Val Ala Gly Val Ala Thr Leu lie 
Leu Asn Pro Tyr Val lys Val Ala His His Ser Leu Leu Ser lie He 
Val Gly Glu Lys Phe Arg Asn Lys Gly Val Gly Thr Ala Leu Leu Asn 
Asn Leu Leu Hi. Leu Gly Lys Thr III Leu Lys Leu Glu Leu Val Tyr 

Leu 

135 140 



85 

* a«?ti T.vs Glv Val Gly Thr Ala 

110 

115 120 125 

L eu Glu Val Tyr Glu Gly Asn Pro Ala lie His Leu Tyr Glu Arg Phe 



Gly Phe Val Glu Val Gly Arg Gin Lys Thr Phe Tyr Lys Asp Glu Leu 
145 150 

Gly Tyr Leu Ala Lys He Thr Met Glu Arg Val Leu 
Y 165 l" 70 



(2) INFORMATIONS POUR LA SEQ ID NO : 1 

(i) C ARACTER I STIQUE S DE LA SEQUENCE: 

(A) LONGUEUR: 122 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 978619 .. 978984 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1014: 

Met Ala Gly His Ser Lys Trp Ala Asn Thr Lys His Arg Lys Glu Arg 

Ala Asp His Lys Lys Gly Lys He Phe Ser Arg Thr He Lys Glu Leu 

lie Ser Ala Val Lys Met Gly Gly Pro Asp Pro Lys Ser Asn Ala Arg 

35 40 
Leu Arg Met He He Gin Lys Ala Lys Asp Gin Asn He Pro Asn Glu 

Asn He Glu Arg Asn Leu Lys Lys Ala ser Ser Ala Asp Gin Lys Asn 

Tyr Glu Glu val Thr Tyr Glu Leu Tyr Gly Phe Gly Gly Val Gly He 

lie Val Glu Ala Met Thr Asp Asn Lys Asn Arg Thr Ala ser Asp Met 

100 i° 5 X1 

Ara val Pro Leu Thr Asn Glu Val Gly Leu 
115 120 



(2) INFORMATIONS POUR LA SEQ ID NO: 1015: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 133 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 978933 9793 3 1 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1015: 



GlU 


Pro 


His 


Ser 


Leu 


Gly 


Tyr 


Ala 


Arg 


Thr 


Val 


Asn 


Lys 


Arg 


Gly 


Gly 


1 








5 










10 










15 




Ala 


Leu 


Val 


Glu 


Pro 


Gly 


Ser 


Val 


Leu 


Tyr 


Asn 


Phe 


Ser 


Arg 


Lys 


Gly 








20 










25 










30 






Ala 


Cys 


Tyr 


Val 


Pro 


Lys 


His 


Ser 


He 


Asp 


Glu 


Ala 


Ser 


Leu 


Leu 


Thr 






35 










40 










45 








His 


Val 


lie 


Asp 


Cys 


Gly 


Gly 


Glu 


Asp 


Leu 


Asp 


Ser 


Asp 


Asp 


Glu 


Glu 




50 










55 










60 










Phe 


Phe 


Leu 


Val 


Leu 


Cys 


Glu 


Pro 


Thr 


Asp 


Leu 


Ala 


Ser 


Val 


Lys 


Glu 


65 










70 










75 










80 


Ala 


Leu 


Leu 


Ala 


Lys 


Gly 


Val 


Thr 


Cys 


Ser 


Glu 


Glu 


Arg 


Leu 


He 


Tyr 










85 










90 










95 




Val 


Pro 


Leu 


Arg 


Leu 


Val 


Asp 


Cys 


Asp 


Glu 


Glu 


Thr 


Gly 


Lys 


Ser 


Asn 








100 










105 










110 






Leu 


Ala 


Leu 


He 


GlU 


Trp 


Leu 


Glu 


Asn 


He 


Asp 


Asp 


Val 


Asp 


Asp 


Val 






115 










120 










125 








Tyr 


His 


Asn 


Met 


Ala 

























130 



(2) INFORMATIONS POUR LA SEQ ID NO : 1016: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 603 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 979389 981197 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1016: 



Val 


Thr 


Gin 


Lys 


He 


Arg 


Val 


Val 


Val 


Gin 


Gin 


Gin 


His 


Ser 


He 


Leu 


1 








5 










10 










15 




Tyr 


Arg 


Gly 


Ser 


Ser 


Tyr 


Thr 


Thr 


Gly 


Pro 


Arg 


Asn 


Glu 


Gly 


Val 


Phe 








20 










25 










30 






Gly 


Pro 


Gly 


Pro 


Glu 


Gly 


Leu 


Pro 


Asp 


Met 


Ser 


Leu 


Pro 


Ser 


Tyr 


Asp 






35 










40 










45 








Pro 


Thr 


Asn 


Lys 


Thr 


Ser 


Leu 


Leu 


Thr 


Phe 


Leu 


Ser 


Asn 


Pro 


His 


Val 




50 










55 










60 










Lys 


Xaa 


Lys 


Met 


Leu 


Glu 


Asn 


Ser 


Gly 


His 


Phe 


Val 


Phe 


He 


Asp 


Thr 


65 










70 










75 










80 


Asp 


Arg 


Ser 


Ser 


Phe 


He 


Leu 


Val 


Pro 


Asn 


Gly Asn 


Trp 


Asp 


Gin 


Val 










85 










90 










95 




Cys 


Ser 


He 


Lys 


Val 


Gin 


Asn 


Gly 


Lys 


Thr 


Lys 


Glu 


Asp 


Leu 


Asp 


He 








100 










105 










110 






Lys 


Asp 


Leu 


Glu 


Asn 


Met 


Cys 


Ala 


Lys 


Phe 


Cys 


Thr 


Gly 


Phe 


Asn 


Lys 






115 










120 










125 








Phe 


Ser 


Gly 


Asp 


Trp 


Asp 


Ser 


Arg 


Val 


Glu 


Pro 


Met 


Met 


Ser 


Ala 


Lys 
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130 "5 140 

Ala Gly Val Ala Ser Gly Gly Asn Leu Pro Asn Thr Val He He Asn 

Asn Lys Phe Lys Thr Cys Val Ala Tyr Gly Pro Trp Asn Ser Arg Glu 

Ala Ser Ser Gly Tyr Thr Pro Ser Ala Trp Arg Arg Gly His Gin Val 

180 I 85 190 , „ 

Asn Phe Gly Glu He Phe Glu Lys Ala Asn Asp Phe Asn Lys He Asn 

195 200 205 

Trp Gly Thr Gin Ala Gly Pro Ser ser Glu Asp Asp Gly He ser Phe 

210 215 220 

ser Asn Glu Thr Pro Gly Ala Gly Pro Ala Ala Ala Pro Ser Pro Thr 
725 230 235 ^ u 

Pro Ser Ser He Pro Val He Asn Val Asn Val Asn Val Gly Gly Thr 

245 250 2b => 

Asn Val Asn He Arg Asp Thr Asn Val Asn Thr Thr Asn Thr Thr Pro 

260 265 
Thr Thr Gin Ser Thr Asp Ala Ser Thr Asp Thr Ser Asp He Asp Asn 

275 280 285 

He Asn Thr Asn Asn Gin Thr Asp Asp lie Asn Thr Thr Asp Lys Asp 

Ser Asp Gly Ala Gly Gly Val Asn Gly Asp lie Ser Glu Thr Glu Ser 
305 310 315 

Ser Ser Gly Asp Asp Ser Gly Ser Val Ser Ser Ser Glu Ser Asp Lys 

Asn Ala Ser Val Gly Asn Asp Gly Pro Ala Met Lys Asp He Leu Ser 

Ala Val Arg Lys His Leu Asp Val Val Tyr Pro Gly Asp Asn Gly Gly 

355 360 365 

Ser Thr Glu Gly Pro Leu Gin Ala Asn Gin Thr Leu Gly Asp He Val 

Gin Asp Met Glu Thr Thr III Thr Ser Gin Glu Thr Val Val Ser Pro 

Tro Lys Gly Ser Thr Ser Ser Thr Gly Ser Ala Gly Gly Ser Gly Ser 

405 410 41b 

Val Gin Thr Leu Leu Pro Ser Pro Pro Pro Thr Pro Ser Thr Thr Thr 

420 425 4J0 

Leu Arg Thr Gly Thr Gly Ala Thr Thr Thr Ser Leu Met Met Gly Gly 

435 440 445 

Pro He Lys Ala Asp He He Thr Thr Gly Gly Gly Gly Arg He Pro 

450 455 460 

Gly Gly Gly Thr Leu Glu Lys Leu Leu Pro Arg He Arg Ala His Leu 

ill lie ser Phe Asp Gly Gin Gly Asp Leu Val Ser Thr Glu Glu Pro 

485 490 495 

Gin Leu Gly Ser He Val Asn Lys Phe Arg Lys Glu Thr Gly Ser Gly 

500 505 510 

Gly He Val Ala Ser Val Glu Ser Ala Pro Gly Lys Pro Gly Ser Ala 

515 520 525 

Gin Val Leu Thr Gly Thr Gly Gly Asp Lys Gly Asn Leu Phe Gin Ala 

Ala Ala Ala Val Thr Gin Ala Leu Gly Asn Val Ala Gly Lys Val Asn 
545 550 555 , " 

Leu Ala He Gin Gly Gin Lys Leu Ser Ser Leu Val Asn Asp Asp Gly 

Lys Gly ser val Gly Arg Asp Leu Phe Gin Ala Ala Thr Gin Thr Thr 

580 585 590 

Gin Ala Leu Ser Ser Leu He Asp Thr Val Gly 
595 600 
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(2) INFORMATIONS POUR LA SEQ ID NO: 1017: 

(i) C ARAC TER ISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 134 acides amines 

(B) TYPE: acide amin6 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME : 97 97 11 98 0112 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1017: 



Gly 


Ser 


Ser 


Val 


Leu 


Thr 


Arg 


Ser 


Pro 


Cys 


Pro 


Ser 


Lys 


Asp 


Met 


Ser 


1 








5 










10 










15 




Lys 


Cys 


Ala 


Arg 


He 


Arg 


Gly 


Ser 


Ser 


Phe 


Ser 


Asn 


Val 


Pro 


Pro 


Pro 








20 










25 










30 






Gly 


He 


Arg 


Pro 


Pro 


Pro 


Pro 


Val 


Val 


He 


Met 


Ser 


Ala 


Leu 


He 


Gly 




35 










40 










45 








Pro 


Pro 


He 


He 


Lys 


Asp 


Val 


Val 


Val 


Ala 


Pro 


Val 


Pro 


Val 


Leu 


Asn 




50 










55 










60 










Val 


Val 


Val 


Asp 


Gly 


Val 


Gly 


Gly 


Gly 


Glu 


Gly 


Ser 


Ser 


Val 


Cys 


Thr 


65 










70 










75 










80 


Leu 


Pro 


Leu 


Pro 


Pro 


Ala 


Asp 


Pro 


Val 


Glu 


Glu 


Val 


Leu 


Pro 


Phe 


His 










85 










90 










95 




Gly 


Asp 


Thr 


Thr 


Val 


Ser 


Trp 


Asp 


Val 


Pro 


Val 


Val 


Ser 


He 


Ser 


Trp 






100 










105 










110 






Thr 


He 


Ser 


Pro 


Arg 


Val 


Trp 


Leu 


Ala 


Trp 


Arg 


Gly 


Pro 


Ser 


Val 


Glu 






115 










120 










125 








Pro 


Pro 


Leu 


Ser 


Pro 


Gly 























130 



(2) INFORMATIONS POUR LA SEQ ID NO : 1018: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 323 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i ii ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 981148 .. 982 116 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1018: 

Phe Val Val Met Thr Asn Ser He Ser Gly Asp Gin Pro Thr Val Thr 

1 5 10 15 

Thr Phe Thr Ser Ser Thr Thr Ser Ala Ser Gly Ala Ser Gly Ser Leu 

20 25 30 

Gly Ala Ser Ser Val Ser Thr Thr Ala Asn Ala Thr Val Thr Gin Thr 

35 40 45 

Ala Asn Ala Thr Asn Ser Ala Ala Thr Ser Ser He Gin Thr Thr Gly 

50 55 60 

Glu Thr Val Val Asn Tyr Thr Asn Ser Ala Ser Ala Pro Thr Val Thr 
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7 c 80 
70 75 



Val ser Thr Ser Ser Ser Ser Thr Gin Ala Thr Ala Thr Ser Asn Lys 
Thr Ser oln Ala Val Ala oly Lys lie Thr Ser Pro Asp Thr Ser Olu 



Ser Ser Clu Thr Ser Ser Thr Ser Ser Ser Asp His lie Pro Sar Asp 



120 



125 



Tyr oiu Pro lie Ser Thr Thr olu Asn lie Tyr olu Asn He Tyr olu 
Ser 'lie Asp Asp Ser Ser Thr ser oly Pro olu Asn Thr Ser Oly oly 
A 4 la Ala Ala Leu Asn Ser Leu Ar g Oly Ser Ser Tyr Ser Asn Tyr Asp 
ASP Ala Ala Ala Asp Tyr Olu Pro lie Ser Thr T*r Olu Asn He Tyr 
Olu Ser He Asp Asp Ser Ser Thr Ser Asp Pro Olu Asn Thr Ser Oly 
Oly Ala Ala Ala Leu Asn Ser Leu Arg Oly Ser Ser Tyr Ser Asn Tyr 
Asp Asp Ala Ala Ala Asp Tyr Olu Pro He Ser Thr Thr Olu Asn lie 
Sr Olu Asn lie Tyr Olu Ser He Asp Asp Ser Ser Thr Ser Oly Pro 
Olu Asn Thr Ser oty Oly Ala Ala Ala Leu Asn Ser Leu Arg Oly Ser 

Tyr Ser Asn Tyr Asp Asp Ala Ala Ala Asp Tyr Olu Pro He Ser 

y 280 28b 



Ser 



Thr Thr III ser He Tyr Olu Asn He Tyr Olu Ser He Asp Oly Ser 



295 



300 



Ser He Ser Asp Pro Olu Asn Thr Ser Oly Oly Ala Ala Ala Ala Leu 



305 

Asn Ser Leu 



310 



(2) INFORMATIONS POUR LA SEQ ID NO : 1019: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 426 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(Viii) POSITION DANS LE GENOME: 982321 .. 983598 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1019: 

Met Pro Gly He Lys Val Phe Oly olu Thr Val Leu Arg Oly Ser Val 

Lg Val ser Oly Ala Lys Asn Ala Thr Thr Lys Leu Leu Val Ala Ser 

L eu Leu Ser Asp Oln Arg Thr lie Leu Lys Asn Val Pro Asn He Olu 

ASP Val Arg Gin Thr Val Asp Leu cys Arg Val Leu Gly Ala He Val 

Olu Trp Asp Gin Gin Ala Gin Val He olu He His Thr Pro Arg He 

in '3 



65 70 
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Leu 


Leu 


Ser 


Lys 


Val 
85 


Pro 


Pro 


Gin 


Phe 


Ser 
90 


Cys 


Val 


Asn 


Arg 


He 
95 


Pro 


Tip 
lie 




Leu 


Leu 


Gly Ala 


Leu 


Leu 


Arg 


Arg 


Cys 


Pro 


Tyr 


Gly 


He 


Phe 








100 










105 










110 






V CLX 


XrX V 


He 


Leu Gly Gly Asp 


Ala 


He 


Gly 


Pro 


Arg 


Thr 


Leu 


His 


Phe 






115 










120 










125 








n x & 


Leu 
130 


Glu 


Gly 


Leu 


Lys 


Lys 
135 


Leu 


Gly 


Ala 


Glu 


He 
140 


Val 


He 


Ser 


Asp 


Vj X LL 


Gly 


r T > VT~ 
xy x 


xrp 


AT a 


Ser 


Ala 


Pro 


Asn 


Gly 


Leu 


Val 


Gly Ala 


His 


He 


1 








150 










155 










160 


Thr 


Leu 


Pro 


J-Jf *- 


Pro 


Ser 


Val 


Gly Ala 


Thr 


Glu 


Asn 


Leu 


He 


Leu 


Ala 










X O J 










170 










175 




Ser 


Val 


GlV 
v»xy 


Ala 


Gin 


Gly Arg 


Thr 


He 


lie 


Lys 


Asn 


Ala 


Ala 


Leu 


Glu 








180 










185 










190 






vet X 


\J X LI 


He 
195 


He 


Asp 


Leu 


He 


Val 
2 00 


Phe 


Leu 


Gin 


Lys 


Ala 
205 


Gly 


Val 


Glu 


X X tS 


Thr 
210 


Thr 


Asp 


Asxi 


Asp 


Lys 
215 


Thr 


He 


Glu 


He 


Phe 
220 


Gly 


Cys 


Gin 


Asp 


Phe 


x yx 


Ser 


Val 


Glu 


His 


Phe 


He 


He 


Pro 


Asp 


Lys 


He 


Glu 


Ala 


Ala 


225 








230 










235 










240 


Ser 


Phe 


Glv 


Met 


Ala 


Ala 


Val 


Val 


Ser 


Gin 


Gly 


Arg 


He 


Phe 


Val 


Glu 


















250 










255 




olll 


Ala 


Arg 


His 


Glu 


His 


Met 


He 


Pro 


Phe 


Leu 


Lys 


Val 


Leu 


Arg 


Ser 






ZOU 










265 










270 






He 


Gly 


Glv 


Liiy 




Ser 


Val 


His 


GlU 


Asn 


Gly 


He 


Glu 


Phe 


Phe 


Tyr 




275 










280 










285 








Asp 


Lys 


IrX \J 


Leu 


Lys 


Gly Gly Val 


Leu 


Leu 


Glu 


Thr 


Asp 


Val 


His 


Pro 




290 










295 










300 










Gly 


Phe 


Tip 
J L C 


Thr 


Asp 


Trp 


Gin 


Gin 


Pro 


Phe 


Ala 


Val 


Leu 


Leu 


Ser 


Gin 


305 










310 










315 










320 


Ser 


Glu 


Gly 


Cys 


Ser 


Val 


He 


His 


Glu 


Thr 


Val 


His 


Glu 


Asn 


Arg 


Leu 






325 










330 










335 




Gly Tyr 


Leu 


Lys 


Gly 


Leu 


Val 


Lys 


Met 


Gly Ala 


His 


Cys 


Asp 


Leu 


Phe 








340 










345 










350 






His 


Glu 


Cys 
355 


Leu 


Ser 


Ala 


Lys 


Ser 
360 


Cys 


Arg 


Tyr 


Ser 


Thr 
365 


Gly 


Asn 


His 


Pro 


His 
370 


Ser 


Ala 


Val 


He 


His 
375 


Gly 


Pro 


Thr 


Pro 


Leu 
380 


Gin 


Ala 


Thr 


Asp 


Leu 


Val 


He 


Pro 


Asp 


Leu Arg 


Ala 


Gly 


Phe 


Ala 


Tyr 


Val 


Met 


Ala 


Ala 


385 










390 










395 










400 


Leu 


He 


Ala 


Glu 


Ala 
405 


Glu 


Pro 


His 


Gly 


Leu 
410 


Arg 


He 


Pro 


Arg 


Cys 
415 


Trp 


He 


Glu 


Gly 


Thr 


Leu 


He 


Gly Glu 


Gly 


Asn 















420 425 



(2) INFORMATIONS POUR LA SEQ ID NO: 1020: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 209 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H Y POTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 983 862 984488 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1020: 
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Trp Arg IX. CI„ L- « Ash Ash Arg Cys Arg « W AX, J »» 
Gl» d„ Asp Gin Al, Asp Arg II* «~ -1 Thr Asp s.r Gly 

G1 „ s.r ,.u hL Ph. «. ~> »» ~ ST " y 

35 „,„ Phe Ser His Val Gly Phe Gly Leu Val 

Tyr Leu Pro Ser Lys Gly lie Phe ser h ^ 

Leu Asp Thr Gin Gly Arg W - «■ - ™ S « 11' 

S. « «. ox. «-. ~ «P - »• «" *■ WS fs" S " 

« Dys Al. HI. £g «• »P - " U "° ^ 

oly Pro lie £ ciy xx. Asn ax, xx. * - -P « - s « 

115 „ , itl <;«r Ph. GIu Dys Met L.u Arg Phe 

His Arg IX. Asn Asp Tyr V,I Ph. ser Ph. CI 

G1 „ III Asn Thr Ala Met ser ,eu X.eu Tyr AX, Tyr V,I Arg XXe Gin 
Gly XX. W s Ar, Arg E Gly « CX. ser ,.u Pro CX» CXu Gly Pro 
L .u Al, XXe Hi. oE Pro AX. CI. CXU AX. ... X., ... « - ^ 
v ,l S.r ... E - «P - - - » «" - E ^ 



Ser 



(2 ) INFORMATIONS POUR LA SEQ ID NO: 1021: 

{i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 337 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vlil > POSITION DAMS LE GENOME: — < S8 437X . . 98S3SI, 
(xi , DESCRIPTION DE I* SEQUENCE : SEO. ID NO: 102X, 
Met Thr Thr L.u ... s.r Phe ... Thr s.r ... cvs s.r AX. AX, lie 
His Gin AX. Ph. Pro CX. .eu CX. CXU .eu Thr ,e. Asp IX. Thr Pro 
ser Thr Dys GIU His Ph. CXy Hi. Tyr Gin cy. Ash Asp AX. Met «. 
.eu AX. Arg V,l ..u Arg . f Ser Pro Arg AX, IX. AX. CX. ser IX. 
vaX AX. His IX. Pro Pro S. Pro Ph. ser Ser IX. CX. IX. AX. Gly 
fl, CXy Ph. IX. Asn Ph. Thr Ph. ser .ys CX. Phe ... AX, s.r CX„ 
L .u Gin Thr Phe s.r .ys CXu ,.u Al, Asn CXy Ph. Arg AX, AX, ser 
100 1U3 
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Pro 


Gin 


Lys 
115 


Val 


He 


He 


Asp 


Phe 
120 


Ser 


Ser 


Pro 


Asn 


He 
125 


Ala 


Lys 


Asp 


Met 


His 
130 


Val 


Gly 


His 


Leu 


Arg 
135 


Ser 


Thr 


He 


He 


Gly 
140 


Asp 


Cys 


Leu 


Ala 


Arg 


Cys 


Phe 


Ser 


Phe 


Val 


Gly 


His 


Asp 


Val 


Leu 


Arg 


Leu 


Asn 


His 


He 


145 










150 










155 










160 


Gly Asp 


Trp 


Gly 


Thr 


Ala 


Phe 


Gly 


Met 


Leu 


He 


Thr 


Tyr 


Leu 


Gin 


Glu 










165 










170 










175 




Thr 


Ser 


Gin 


Glu 
180 


Ala 


He 


His 


Gin 


Leu 
185 


Glu 


Asp 


Leu 


Thr 


Ala 
190 


Leu 


Tyr 


Lys 


Lys 


Ala 


His 


Ala 


Arg 


Phe 


Ala 


Glu 


Asp 


Ser 


Glu 


Phe 


Lys 


Lys 


Arg 




195 










200 










205 








Ser 


Gin 


His 


Asn 


Val 


Val 


Ala 


Leu 


Gin 


Ser 


Gly Asp 


Ala 


Gin 


Ala 


Leu 




210 










215 










220 










Ala 


Leu 


Trp 


He 


Gin 


He 


Cys 


Ser 


Val 


Ser 


Glu 


Lys 


Ser 


Phe 


Gin 


Thr 


225 










230 










235 










240 


He 


Tyr 


Ser 


He 


Leu 


Asp 


Val 


Glu 


Leu 


His 


Thr 


Arg 


Gly 


Glu 


Ser 


Phe 








245 










250 










255 




Tyr 


Asn 


Pro 


Phe 


Leu 


Ala 


Glu 


Val 


Val 


Ala 


Asp 


Leu 


Glu 


Ser 


Lys 


Asn 






260 










265 










270 






Leu 


Val 


Thr 


Leu 


Ser 


Asp 


Gly 


Ala 


Lys 


Cys 


Val 


Phe 


His 


Glu 


Ala 


Phe 






275 










280 










285 






Ala 


Ser 


He 


Pro 


Leu 


Met 


He 


Gin 


Lys 


Ser 


Asp 


Gly Gly 


Tyr 


Asn 


Tyr 




290 










295 










300 










Thr 


Thr 


Asp 


Val 


Ala 


Ala 


Met 


Pro 


He 


Ala 


Ser 


Asn 


Lys 


He 


Arg 


Pro 


305 










310 










315 










320 


He 


Glu 


Phe 


Leu 


Ser 
325 


Leu 


Gin 


Thr 


Gin 


Asp 
330 


Asn 


Pro 


Tyr 


Thr 


Ser 
335 


Ser 



Phe 



(2) INFORMATIONS POUR LA SEQ ID NO: 1022: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 23 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lindaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 9853 9 9 986103 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1022: 



Phe 


Asp 


Asn 


Lys 


Pro 


Asn 


Ser 


Gly 


Glu 


Asn 


Pro 


Thr 


Phe 


Asp 


Thr 


Leu 


1 








5 










10 










15 




Pro 


Phe 


Asn 


Met 


He 


Phe 


Thr 


He 


Ala 


Lys 


Ser 


Leu 


Val 


Arg 


Leu 


Leu 








20 










25 










30 






Phe 


Pro 


Leu 


Phe 


Tyr 


Arg 


Arg 


Lys 


He 


Leu 


Arg 


Ser 


Lys 


Ala 


Ser 


Ala 






35 










40 










45 








Thr 


Val 


Lys 


Gly 


Ala 


Ala 


He 


He 


Ala 


Ala 


Asn 


His 


Val 


Ser 


Phe 


Leu 




50 










55 










60 










Asp 


Pro 


He 


He 


He 


Pro 


Leu 


Ala 


Phe 


Pro 


Gly 


Lys 


Leu 


Tyr 


Gin 


Leu 


65 










70 










75 










80 


Ala 


Lys 


Ser 


Gly 


Leu 


Phe 


Ser 


Asn 


Ser 


Phe 


Thr 


Asn 


Arg 


Leu 


Phe 


Arg 










85 










90 










95 




Glu 


Leu 


Gly 


Cys 


Tyr 


Pro 


He 


Ser 


Arg 


Asn 


Ala Gly 


Asn 


Ala 


Ala 


Ala 



1705 



100 105 11° 

Phe Lys Ala Ala Leu Asn He Phe Ser His Gly Oly Arg Leu He He 

Tyr Pro Su Gly Thr Arg His All Asp Gly Glu lie His Gin Gly Lys 



Val Gly val Gly Met Leu Tla He Lys Gly Asn Val Pro Val He Pro 



135 



ial Tyr Val Ala Gly S Phe Glu Ala Phe Gly Lys Asn Gin Lys Phe 



155 



165 



170 



Pro Lys Leu Trp Arg Thr Leu Thr Thr Val He Gly Ser Pro He Ser 



180 j- v — 

Phe Gin Asp Leu He Asp Asn Pro Ala He Asp Lys Lys Glu Ala Tyr 



185 



200 



205 



Gin Leu Ala Thr Asp Arg He Met Thr Lys He Thr Glu Leu Arg Thr 

210 215 220 

Trp Phe Gin Gin Gly Cys He Gly Glu He Pro 
225 230 235 



(2) INFORMATIONS POUR LA SEQ ID NO : 1 

(i) C ARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 216 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (986046 .. 986693 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1023: 
Met lie lie Thr He Asp Gly Pro Ser Gly Thr Gly Lys Ser Thr Leu 
Ala Lys Ala Leu La Gin Thr Leu Gin Phe Leu Tyr Cys Asn Thr Gly 



5 

La Gin Thr Leu Gin Phe Leu Tyr Cys ^ 
Ala Met Tyr Arg Thr Leu Ala Tyr Ala Arg Leu Gin Pro Asp Trp Gin 



35 40 



Glu Val Pro Leu Glu Asp Phe Leu Ala Ser Pro Pro Phe Ser Phe Ser 

Phe Ser Lys Asp Ser Pro Leu Gin Ala Phe Tyr Gly Asp Arg Leu Leu 

tL Ser Glu Leu Ser Ser Gin Glu Val Ala Asn Phe Ala ser Leu Phe 

ser Lys Glu Pro Leu Val Arg Ala Tyr Met Gin Thr Leu Gin Lys Gin 

100 105 
Tyr Ala Thr Val Gly Asn Cys Val Phe Glu Gly Arg Asp Met Gly Ser 

Lys Val Phe Pro His Ala Glu vfl Lys He Phe Leu Thr Ala Lys Pro 

Glu lie Arg Ala Glu Arg Arg Leu Lys Asp Leu Pro Gin Gly Ser Leu 

Pro Lys Glu Ala Leu Me2 Ala Glu Leu lie Ala Arg Asp Gin Ala Asp 

Gin Gin Arg Glu Cys Asp Pro Leu Val lie Pro Gin Asp Ala He Val 

180 185 x 

lie Asp Ser Ser Asp Leu Thr He Ser Gin He Leu Glu Lys He Leu 



195 



200 
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Pro Leu lie Pro Ser His Leu Thr 
210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 1024: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 05 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 986693 .. 987607 ) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1024: 



Met 


Phe 


Asp 


Ser 


Asp 


His 


Asn 


Ser 


He 


Phe 


Gin 


Ser 


Asp 


Leu 


Cys 


Gin 


1 








5 










10 










15 




Arg 


Leu 


Val 


Val 


His 


Ser 


He 


Leu 


Leu 


Thr 


Phe 


Leu 


Val 


He 


Leu 


Leu 








20 










25 










30 






Cys 


Thr 


Ser 


Leu 


Tyr 


Pro 


Ser 


Ser 


Ala 


Phe 


He 


Val 


Gly 


Leu 


Leu 


Ser 






35 










40 










45 








Ser 


Ala 


Cys 


Ala 


Ala 


Leu 


Gly 


Thr 


Tyr 


Glu 


Met 


Gly 


Ala 


Met 


Val 


Arg 




50 










55 










60 










lie 


Lys 


Phe 


Pro 


Phe 


Ser 


Phe 


Thr 


Arg 


Tyr 


Ser 


Ala 


Leu 


Gly 


Ser 


Ala 


65 










70 










75 










80 


lie 


Phe 


He 


Ala 


Leu 


Thr 


Cys 


Leu 


Thr 


Ala 


Arg 


Cys 


Lys 


Met 


Tyr 


Phe 










85 










90 










95 




Pro 


Glu 


His 


He 


Asp 


Leu 


Leu 


Pro 


Trp 


Phe 


Phe 


Leu 


Phe 


Phe 


Trp 


Thr 








100 










105 










110 






lie 


Arg 


Leu 


Val 


Phe 


Lys 


Ser 


Arg 


His 


Tyr 


Lys 


Leu 


Gly 


Pro 


He 


Gly 






115 










120 










125 








Ser 


Thr 


Gly 


Leu 


Ala 


Leu 


Phe 


Cys 


Met 


Leu 


Tyr 


Val 


Ser 


Leu 


Pro 


He 




130 










135 










140 










Arg 


Leu 


Phe 


Leu 


His 


He 


Leu 


Tyr 


Gly 


Phe 


Val 


His 


Thr 


Asp 


Thr 


Pro 


145 










150 










155 










160 


Phe 


Val 


Gly 


He 


Trp 


Trp 


Ala 


He 


Phe 


Leu 


He 


Ala 


Thr 


Thr 


Lys 


Ser 










165 










170 










175 




Ser 


Asp 


He 


Phe 


Gly 


Tyr 


Phe 


Phe 


Gly 


Lys 


Ala 


Phe 


Gly 


Lys 


Lys 


Arg 








180 










185 










190 






He 


Ala 


Pro 


Val 


He 


Ser 


Pro 


Asn 


Lys 


Thr 


Val 


Val 


Gly 


Phe 


He 


Ala 






195 










200 










205 








Gly 


Cys 


Cys 


Gly 


Ser 


He 


Leu 


Val 


Ser 


Leu 


Leu 


Phe 


Tyr 


Ser 


His 


Leu 




210 










215 










220 










Pro 


Lys 


Ala 


Phe 


Ala 


Asp 


Gin 


He 


Ala 


Val 


Pro 


Arg 


He 


Leu 


Val 


Ala 


225 










230 










235 










240 


Leu 


Gly 


Thr 


Val 


Leu 


Gly 


Val 


Ser 


Gly 


Phe 


Phe 


Gly 


Asp 


He 


He 


Glu 










245 










250 










255 




Ser 


Thr 


Phe 


Lys 


Arg 


Asp 


Ala 


Gin 


He 


Lys 


Asn 


Ser 


Ser 


Asp 


Leu 


Glu 








260 










265 










270 






Ser 


He 


Gly 


Gly 


Met 


Leu 


Asp 


Val 


Leu 


Asp 


Ser 


Leu 


Leu 


Leu 


Ser 


Thr 






275 










280 










285 








Pro 


He 


Val 


Tyr 


Ala 


He 


Leu 


Leu 


He 


Thr 


Gin 


Asn 


Arg 


Thr 


Phe 


Leu 




290 










295 










300 











Gly 
305 
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(2) INFORMATIONS POUR LA SEQ ID NO: 1025: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 168 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : lineaire 

(iii) HYPOTHETIQUE: oui 

(vlll) POSITION DANS LE OENOME: t .987616 . . >..»» 

DESCRIPTION DE DA SEQUENCE, SEQ ID NO, 1025: 

T . TlQ pyie pll e lie Gin Leu Ala Val 
He Glu lie Gly Ser Arg Arg lie lie Phe Phe ^ 
i 5 . *vrr rh] He Arg Leu Arg Cys 

La Gin Xaa Leu Ser Phe Leu His Asp Arg Glu ^ 

20 T t,™ Gin Glu Leu Gin Asn Asn He Glu 

He Gly Asp Leu Ser Lys Leu Pro Gin Glu ^ 

01n s « - - - ^ « « «r «- - iie pb ; 
Rla s. » tv, w ~ «• •» ~ rs 1 MS Rla ph " LY= °° u 

65 70 T Twc Tie Ser Val Asn Asp He Ser 

llu His Gin Asp Leu Ala Ser Lys Lys lie ^ 

olu Glu Leu lie Ser Ser Tyr Leu Asp Thr Ser Gly Leu Pro Asp Pro 
Asp L eu Leu fie Arg Thr Gly Gly Glu Me, Arg Val Ser Asn Phe Leu 
Leu T r P Gin lie Ala Tyr Thr Glu Leu Tyr Val Thr *s P Val Leu Tr P 
Pro Asp Phe Thr Ala Asn £ Leu Leu Glu Ala He Lys Thr Tyr Gin 

G tn Arg Ser Arg Arg Gly Gly Lys 
165 



{2 ) INFORMATIONS POUR LA SEQ ID NO: 1026: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 106 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(vil i, POSITION DANS DE CENOHE: cogent ,987,3 6 .. 988253 , 

DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1026 = 
« „. De U ~ «. » cys W II. ™ - Pro « 01V asp 
Lr He «. ol„ II. v,l Asp » Ala Deu His Deu Oly ~1 «u Al. 

L e„ « SL Al, ~ ~ Jjr «» » - ~ « « - ~ 

35 4U 
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Glu Val Ala Glu Leu 
50 

Ser Leu Ser Tyr Met 
65 

Tyr Arg Asn Phe Leu 
85 

Pro Arg Gin Leu lie 
100 



Phe Ser Leu Phe Asn 
55 

lie Gly Arg Ser Asp 
70 

Lys Asn Tyr Lys Thr 
90 

Thr Pro Ala Trp Ser 
105 



Ser Gin Leu Arg Arg Xaa 
60 

Tyr Gly Val Leu Ala Thr 
75 80 
Thr Leu Ser Lys Pro Pro 
95 



(2) INFORMATIONS POUR LA SEQ ID NO: 1027: 

(i) CARACTER I ST I QUES DE LA SEQUENCE: 

(A) LONGUEUR: 111 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 988831 .. 989163 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1027: 



Asp 


Met 


Lys 


Leu 


Pro 


Glu 


Val 


Ser 


Phe 


Ser 


Leu 


Pro 


Thr 


Ala 


Val 


Trp 


1 






5 










10 










15 




Ala 


Ser 


Ser 


Thr 


Lys 


Arg 


Leu 


Ser 


Gin 


Glu 


Lys 


Glu 


Phe 


Ser 


Ser 


Leu 








20 










25 










30 






Asp 


Arg 


Val 


Gin 


Ser 


Met 


Asn 


Trp 


Val 


Gin 


Arg 


He 


Val 


Pro 


Ser 


Leu 




35 










40 










45 








He 


Val 


Leu 


Leu 


Gly 


He 


Ser 


Val 


Leu 


Gly 


Cys 


Ser 


Val 


Leu 


Ala 


Phe 




50 










55 










60 










Cys 


Thr 


Cys 


Leu 


Thr 


Val 


Leu 


Pro 


Gly 


Leu 


Gly 


Leu 


Val 


He 


Leu 


Gly 


65 








70 










75 










80 


Ser 


Leu 


Leu 


Leu 


Tyr 


Trp 


Ala 


Tyr 


His 


Gin 


He 


Ala 


Asn 


Met 


Arg 


Val 










85 










90 










95 




Arg 


Met 


Ala 


Leu 


Ser 


Phe 


Glu 


Ala 


Ser 


Ser 


Glu 


Ala 


Pro 


He 


Gin 





100 105 110 



(2) INFORMATIONS POUR LA SEQ ID NO: 1028: 

(i) CARACTER I STI QUES DE LA SEQUENCE: 

(A) LONGUEUR: 1250 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 989693 .. 993442 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1028: 

Xaa Xaa Xaa Trp Thr Arg Gly Ser Gin Asp Tyr Arg Xaa Phe Thr Arg 

15 10 15 

Gin Val Ser Asp Ala Arg Asn Asp Leu Thr Leu Arg Val Ala Lys He 

20 25 30 

Leu Ser Thr Leu Lys Leu Arg Gly Asp He Lys Xaa His Pro Ser He 
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Pro Gly lie Val Asn Val His Phe Pro Leu Ala Glu Asp Ala Ala Leu 
Phe He Asp Asn Val Val His Gly Olu Pro Ser Val Pro Val Lys Ser 
£a Arg Leu Tyr Val Val Gly Ser Ser Glu Phe Thr Gly Glu Thr Val 
Val Gin lie Ser lly Ser Leu Val Thr Ser Leu Thr Glu Glu Asp Leu 
ser Phe Val Ser Tyr Glu Asp Lys Asp Val Thr Val Ser Gin Glu Leu 
Glu Asn III Ala Thr Asn Leu He Glu Ser Glu Arg Pro Cys Glu 

Cys Gly ,yr Tyr Ser Leu S£ Asp ser Met Pro- He Glu Lys Val lie 
its Val Thr Arg Asn lie Cys Ser Gly Leu Arg Leu Leu Pro Thr Arg 
Lys Thr Gin Val Pne Leu Ser Arg Cys Leu Gly Thr Glu Arg Asp Phe 
Thr Ala Phe Leu Ala Arg Leu Glu Lys Ala Leu Gin Hi. Glu Glu Val 
Lys Glu Ala Arg Glu Glu Leu Lys Asp Ala Ser Tyr Leu Leu His Ser 

210 m Tie Ser Pro Lys Val Val Gly Asn Val 

Arg Asn Leu Arg Trp Asn Ser lie ser J^ro uy^ ^ 

225 230 ^ _ re? T>> __ o^-r ser Met Ser Leu Thr 

Val Asp cys Ser Glu Leu Ser Pro Cys Phe Ser Ser Met 

Ala Asp Gly Lys Leu Leu Phe His Phe Asp Ala Glu Val Ala Ala Asn 

Arg Gin Gin III val Gly Asn Glu Arg Leu Asp Leu Glu Arg Leu Phe 

Ala Met III Lys Gin His lie "a Thr Arg Leu Asn Arg Ser Val Glu 

Glu Thr Glu Phe Gly Phe Ala Val Arg Leu Arg Asp Glu Ala Ala Ser 

IZ L ys I- val Leu III Gly His Arg Val Cys Gin Arg He Val Glu 

His Leu Thr Ala III Val Leu Asn Arg Pro Leu Ala Glu Thr Cys Asp 

L eu ser Thr III Asn Phe Pro Val Tyr Gly Arg Glu Pro Leu Asp Ser 

ASP Ala III Gly cys Phe lie III ser Pro Glu Arg ser Cys Arg His 

Phe III Lys Gly Ser Val Tyr He Val Phe g. Gly Leu Arg Ser lie 

Val Ala Lys a*r Glu His Ala Gly Ala Glu Glu Ala Ala Leu Leu Gin 

His Asp Leu Gin Asn Leu Tyr Ala Cys Phe He His Thr Asp Ala Val 

Ser Trp Ser Leu Gly Glu Asp Arg Val Leu Glu He Lys^ Glu Pro Leu 

Gin Arg Val He Arg He Trp oty olu Olu Phe Val Gin Ser Phe Gly 

Lys Ala ser Leu Glu Val Arg Asp Val Arg Asp Arg Leu Ala val Val 

12 Arg He Glu Lys Thr Gin His Ala Glu Leu Val Arg Trp Asp Glu 

485 

Gin Tyr Arg Gin Ala Gin Cys Ser Met Asn Pro Gin Val Arg Leu Arg 
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Ala Ala lie Pro 
515 

lie Arg Lys Tyr 
530 

Phe Val Gly Gly 
545 

Asn Leu Leu Thr 

Tyr Ala Arg Leu 
580 

Glu Gly Asp His 
595 

Ser Ala Asp lie 
610 

Glu Gin Phe Ser 
625 

Leu Asp Tyr Leu 

Gin Ala lie Asn 
660 

Ser Ala Pro Ala 
675 

Gly Leu Ser Phe 
690 

Thr Gin Tyr Ser 
705 

Asn Pro Leu Met 

Leu Lys Asn lie 
740 

Asn Phe Gly Val 
755 

Pro Val Gin Gin 
770 

Val Ser Gly Thr 
785 

Met Ala Val Val 

Val Pro Leu Lys 
820 

Glu Val His Arg 
835 

lie Pro Glu lie 
850 

Ser Gin Arg Val 
865 

Leu lie Val Leu 

Ser lie Ala Val 
900 

Tyr Leu Asp Ala 
915 

Ala Met Gly Met 
930 

Arg Glu Glu Tyr 
945 

Gly Tyr Lys Lys 
lie Leu Ala Ser 



His Lys Asn Val 
520 

Ser Arg Gly Glu 
535 

Lys Gin lie Arg 
550 

Asp Lys Ala Gly 
565 

Asn Lys Leu Gly 

lie Gin Val Ser 
600 

Leu Gly Thr Ser 
615 

Ser Arg Ser Pro 
630 

Trp Phe Thr Ala 
645 

Arg Leu Ala Gly 

Asn Val Arg Val 
680 

Ser Lys Glu Leu 
695 

Met lie Ala He 
710 

He Val Phe Arg 
725 

Arg Pro Glu Phe 

Lys Asp Lys Ala 
760 

Phe His Ala Trp 
775 

Lys Asn Gly Leu 
790 

Leu Asp Gly Tyr 
805 

Asp His Ala Ser 

Leu Ala Thr Asp 
840 

Leu Ser Glu Glu 
855 

Gin Gly He Leu 
870 

Met Ser Val Tyr 
885 

Leu Leu Asn Leu 

Pro Leu Thr Leu 
920 

Ala Val Asp Ala 
935 

Leu Leu Thr Arg 
950 

Ala Phe Ser Ala 
965 

Ala Leu Leu Leu 



Phe Phe Glu Asn 

His Val Leu Arg 
540 

He Ala Phe Arg 
555 

He Asp Lys Val 
570 

Val Ser Glu Val 
585 

Val Pro Gly Ala 

Lys Met Ser Phe 
620 

Leu Arg Tyr Glu 
635 

Arg Ser Leu Asp 
650 

Ala Leu Phe His 
665 

Ala Val Glu Lys 

Glu Gly Gly Ser 
700 

Glu Lys Glu Ser 
715 

Asn His Ala Leu 
730 

Ala Val Gly Glu 
745 

Thr Phe Ser Asp 

Thr Ser Lys Phe 
780 

Phe Ser Gly Gly 
795 

Val He Ser Asp 
810 

Val Ser Gly Xaa 
825 

Leu Lys Ser Gly 

Val Val Ser Pro 
860 

Ser Val Val Leu 
875 

Tyr Arg Phe Gly 
890 

Leu Leu He Trp 
905 

Ser Gly Leu Ala 

Asn Val Leu Val 
940 

Ser Leu Ser Glu 
955 

He Phe Asp Ser 
970 

Met Leu Asp Thr 



Leu Lys Leu Asn 
525 

Phe Gly Thr Asp 

Asp His Gin Gly 
560 

Ser Asp Glu Leu 
575 

Gly Met Gin Arg 
590 

Ala Gly He Ser 
605 

His Val Val Asn 

Val Gin Thr Phe 
640 

Glu Cys Ser Pro 
655 

Gly Asp Asn Gly 
670 

Leu Arg Glu Ala 
685 

Ala Ser Leu Asp 

Arg Glu Gin Val 
720 

Glu Gly Ala Ser 
735 

Gly Tyr Val Leu 
750 

Gly Arg Glu Thr 
765 

Cys Gin Glu Gly 

Arg Gly Trp Arg 
800 

Pro Val Leu Asn 
815 

Phe Ser Tyr Arg 
830 

Ala Met Ser Phe 
845 

Glu Leu Gly Ser 

Gly Leu Val Val 
880 

Gly Val He Ala 
895 

Ala Ser Met Gin 
910 

Gly He He Leu 
925 

Phe Glu Arg He 

Ser Val Glu Ala 
960 

Asn Leu Thr Thr 
975 

Gly Pro He Lys 
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P.. *!» 'Z Thr « XI. XX. ill XL Ph. ser s« Met »r 



985 990 



1000 



Ala Leu Phe Met Thr Lys Phe Phe Phe Val He Trp Val Gin Lys Thr 

1015 1020 



Arg GluV Gin Leu His Met Met Asn Lys Phe lie Gly II. Lys His 



1035 1040 

« «. «» «■ « ™ val val ser Gly Io^ 5 val 

1045 ±udu 
L eu val Leu Gly Cys Val Gly Leu Gly K» Gly Ala Trp As^Ser Val 

Phe Gly Met As^Phe Lys Gly Gly Jyr Ala Leu Thr Le^Asp Ser Asp 
1075 



Val cys "lu Tyr Asn Pro Glu Gin Met Cys Ser Val^Leu Arg Lys Arg 
Phe G°in°Gln He Gly Leu Server Arg Asp TyrArg Val Arg Arg Al^ 
^Ser Ser Gly Lys Va^Lys Xle Tyr Leaser Gin Asn Ala Le^Asp 
A rg val Glu Gin nAlu Gly Ala Giyer Glu Gin Lys Gly^er Asp 
Tyr His Leu AlaVg Val Leu Gl^Val Leu Ser Asp SjrOly Ser Ser 
Thr Thr street Val Phe Asp Ala Ser Arg Gly Ser^Trp Phe Lys Val 
Ser Gly°Gln Leu Ser Asn Ly^Met Arg Thr GlnMa Val He Ala Leu^ 
pifGly Ala Leu Gly S1°X1- Leu Ty^Val Ser Leu Arg Ph^Glu 

Trp Arg Ala Phfser Ala Xle py. Ala Leu Met His As^Leu Leu 

Ala Thr cys Alfval Leu Val Ala^Leu His Phe Phe LeuOln Arg He 



1235 1240 



Thr Asp 
1250 



(2) INFORMATIONS POUR LA SEQ ID NO: 1029: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 12 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION : lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 993408 .. 993785 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1029: 

L eu Pro Tyr lie Ser Phe Cys Arg Glu Leu Gin He Asp Leu Gin Ala 

'lie Gly Ala Leu Met Thr Val Leu Gly Tyr ser Leu Asn Asn Thr Leu 

lie lie Phe Asp Arg He Arg Glu Asp Arg Arg Glu Lys Leu Phe Thr 

Pro Met Pro He Leu He Asn Asp Ala Leu Gin Lys Thr Leu Gly Arg 
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Thr 


Val 


Met Thr Thr 


Ala 


Thr 


Thr 


Leu 


Ser 


Val 


Leu 


Val 


He 


Leu 


Leu 


65 






70 










75 










80 


Phe 


Val 


Gly Gly Gly 


Ser 


He 


Phe 


Asn 


Phe 


Ala 


Phe 


He 


Met 


Thr 


Val 






85 










90 










95 




Gly 


lie 


Leu Leu Gly 


Thr 


Leu 


Ser 


Ser 


Leu 


Tyr 


He 


Ala 


Pro 


Pro 


Leu 




100 








105 










110 






Leu 


Leu 


Phe Met Val 


Arg 


Lys 


Glu 


Glu 


Gin 


Asn 


Ser 


Leu 


Arg 







115 120 125 



(2) INFORMATIONS POUR LA SEQ ID NO: 1030: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 140 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 9 93416 993835 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 1030: 



Ser 


Ser 


His 


Asn 


Phe 


Arg 


He 


Thr 


Tyr 


Ala 


Gin 


Ala 


Tyr 


Phe 


He 


He 


1 








5 










10 










15 




Tyr 


Arg 


Arg 


Glu 


Phe 


Cys 


Ser 


Ser 


Leu 


Arg 


Thr 


Met 


Asn 


Lys 


Arg 


Ser 




20 










25 










30 






Gly 


Gly 


Ala 


Met 


Tyr 


Asn 


Glu 


Asp 


Ser 


Val 


Pro 


Asn 


Lys 


He 


Pro 


Thr 




35 










40 










45 








Val 


He 


Met 


Asn 


Ala 


Lys 


Leu 


Lys 


He 


Glu 


Pro 


Pro 


Pro 


Thr 


Asn 


Asn 




50 










55 










60 










Lys 


Met 


Thr 


Ser 


Thr 


Asp 


Arg 


Val 


Val 


Ala 


Val 


Val 


He 


Thr 


Val 


Arg 


65 










70 










75 










80 


Pro 


Asn 


Val 


Phe 


Cys 


Asn 


Ala 


Ser 


Leu 


He 


Lys 


He 


Gly 


He 


Gly 


Val 










85 










90 










95 




Asn 


Ser 


Phe 


Ser 


Arg 


Arg 


Ser 


Ser 


Arg 


He 


Arg 


Ser 


Lys 


He 


He 


Asn 








100 










105 










110 






Val 


Leu 


Phe 


Lys 


Glu 


Tyr 


Pro 


Ser 


Thr 


Val 


He 


Asn 


Ala 


Pro 


He 


Ala 






115 








120 










125 








Cys 


Lys 


Ser 


He 


Cys 


Asn 


Ser 


Leu 


Gin 


Lys 


Glu 


Met 











130 135 140 



(2) INFORMATIONS POUR LA SEQ ID NO: 1031: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 127 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 9 93 882.-9 942 62 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1031: 

Gin Glu Phe Ser Ser Gly Arg Tyr Met Glu Lys Gly Ser Leu Ser Ser 
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Lu Gly Cin Lys Trp Asp Tyr Pro Lys His Asn olu Val Phe Leu L ys 
Lys Xle Leu Lys Olu Phe His Leu His Pro Ala He Ala Gin Val Leu 
II. ser Arg Gly Phe Gin ser fie Gin Glu Xle Arg Asp Phe Leu Tyr 
Pro Gin Leu Ser Ser Leu His Ser Thr Ser Leu Phe Leu Asp Met Glu 
Z A la val Ala Arg leu Leu Gin Ala Lys Ala Asn Asn Glu His Val 
Met Xle Tyr Gly Up oly Asp Val Asp Gly He Thr Gly Val Thr Leu 
He val Glu Phe Leu Gin Xle Leu Gly Val Lys Thr Ser Tyr Cys 
115 120 



(2) INFORMATIONS POUR LA SEQ ID NO: 1032: 

(i) C ARACTERI STI QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 477 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 994226.-995656 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1032: 
lie Ser Thr Asn Thr Trp Ser Glu Asn Lys Leu Leu Leu Thr Gly Thr 
Lu Phe Lys Gin His Gly Glu Thr Ala Ser Leu lie Ser Gin Met Leu 
Gin Asp Gly fie Ser Leu Leu lie Thr Val Asp Cys Gly He Thr Ala 
Gly L ys Glu Val Gin Ala lie Asn Lys Gin Gly lie Asp Val He Val 
Thr Asp His His Met Pro Thr Gly Lys Leu Pro His Cys He Ala Met 
llu Asn Pro Lys Leu Asp Lys Asn Pro Tyr Pro Asn Lys Glu Leu Thr 
Gly val Gly Val Ala Phe Lys Leu Val cys Ala Thr Tyr Glu Glu Leu 
lie Gin Gin Asp Ala Ser Trp Lys Asp Lys He Asp Leu Leu Arg Phe 
L eu Asp Leu Val Ser Leu Gly Sr He Ala Asp Val Gly Arg Leu Ser 
Gly Glu Asn Arg He Leu val Ser Tyr Gly II. Lys olu He Ala Lys 
Gly Lys Arg Leu Oly Leu Lys Lys ,eu Cys Ser Leu ser Oly Val Asp 
Lys ser Glu val III Ser Thr Asn Leu Gly He Arg He Thr Pro Lys 
L eu Asn ser Leu Oly Arg Leu Ala Asp Ser ser Gin Oly Val Lys Leu 
L eu Leu III Gin Asp Pro Lys Asn He Gly Thr He Val Ser Glu Leu 
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Ser Ala Val Asn 
225 

Asp Val Glu Arg 

Ala lie Val Leu 
260 

lie Ser Ala Arg 
275 

Ala Leu Gin Asp 
290 

Phe Pro Leu Leu 
305 

Tyr Gly Gly His 

Val Glu Gly Phe 
340 

Arg Lys Asp Asp 
355 

Phe Ser Arg lie 
370 

Pro Phe Gly Lys 
385 

Gin Val Arg Tyr 

Leu Asn Ser Gly 
420 

Asp Lys lie Ser 
435 

Ala Tyr Thr Leu 
450 

Leu Leu lie Gin 
465 



Gin Glu Arg Gin 
230 

lie Leu Ala Ala 
245 

Ala Ser Pro Asn 

Leu Ala Arg Thr 
280 

Gly lie Gly Lys 
295 

Gly Val Leu Arg 
310 

Asp Phe Ala Ala 
325 

Arg Lys Lys Phe 

Ala Met Arg Thr 
360 

Asn Arg Asp Leu 
375 

Gly Asn Val Ser 
390 

Pro Lys Leu Leu 
405 

Glu Arg Asn Leu 

Leu Leu Lys Ala 
440 

Arg lie Met Arg 
455 

Asp Phe Arg lie 
470 



Arg lie Glu Ala 
235 

Asn Pro Lys Leu 
250 

Trp His Ser Arg 
265 

Tyr Asn Lys Pro 

Gly Ser Leu Arg 
300 

Lys Cys Glu Ser 
315 

Gly Leu Met lie 
330 

lie His Leu Val 
345 

Leu Ser Leu Asp 

lie Ala Ser Met 
380 

Pro Val Phe Tyr 
395 

Ala Gly Asn His 
410 

Glu Gly Thr Ala 
425 

Asn Trp Asn He 

Arg Ser Ala Arg 
460 

Gin He Pro Arg 
475 



Glu Val Leu Arg 
240 

Thr Ala Gin Ser 
255 

Val He Pro He 
270 

Val Ala He He 
285 

Thr He Gly Ser 

Phe Phe Leu Ser 
320 

Lys Glu Asp Gin 
335 

Ser Ser Ser Leu 
350 

Val Gly Met Asp 
365 

Glu Leu Leu Glu 

Thr Lys Ala He 
400 

Val Lys Leu Tyr 
415 

Phe Gly Gin Gly 
430 

Pro Leu Asp lie 
445 

Gly Ala He Arg 
Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 1033: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 183 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME : 996063 .. 996611 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1033: 

Met Glu Cys Leu Gin Gin Asp Thr Gly Val Glu Ala Glu Gin Val Gin 

15 10 15 

Val Gin Gin Gin Glu Glu Asn Ala Val Pro Val Thr Ser Gin Arg Val 

20 25 30 

Ser He Thr Gin Ala Ala Lys Leu His Asn Val Thr Arg Gin Ala He 

35 40 45 

Tyr Val Ala He Lys Gin Lys Lys Leu Lys Ala Ser Lys Thr Thr Arg 

50 55 60 

Trp Glu He Asp Leu Gin Asp Leu Glu Asp Tyr Arg Arg Asn Arg Tyr 
65 70 75 80 

Ser Arg Ala Lys Ser Thr Tyr Gin Gly Glu Leu Leu Phe Asp Asn Glu 
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90 95 



ly. Gly Ph. iyr Sr v,l Gly Gin v,l Al. Ser M.t MU Asp V.1 Pro 
«« Gl„ Lys "J Tyr W Al, «. Ar g ... ol» Al, M.t Lys Gly Glu 

«, «, ;s « »» w *i »• » is toi s " To val Mp "* ^ 

Arg Asn Asp Tyr L. U Lys IV. Glu Al, ol» Ar f Lys «Y W ~ JJJ 

IS Ala M Ar S Glu Gly Ph« Glu Al, Leu Gly Al. Asp Leu « Al, 

165 170 



Asp Ala Glu Asn Phe He Ser 
180 



(2) INFORMATIONS POUR LA SEQ ID NO: 1034: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 461 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(v iii) POSITION DANS LE GENOME: 996885 .. 998267 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1034: 
Met Thr Val Gin Asn Val Arg Val Arg Val Ala Pro Ser Pro Thr Gly 
Asp Pro His val Gly Tnr Ala Tyr Met Ala Gin Phe Asn Glu Val Phe 
Ala Arg Lys T^r Asn Gly Gin Met He Leu Arg lie Glu Asp Thr Asp 
Oln Thr Arg Ser Arg Asp Asp Tyr Glu Ala Asn lie Phe Leu Ala Leu 
Lys Trp cys Gly He Arg Trp Asp Glu Gly Pro Asp Val Gly Gly Ala 
Sr Gly Pro Tyr Arg 2» Ser Glu Arg Thr Glu lie Tyr Lys Lys Tyr 
Ala Glu lie Leu Leu Gin Thr Asp Cys Ala Tyr Lys Cys Phe Ala Thr 
Pro Gin Glu Leu Gin Glu Met Arg Ala Val Ala Ser Thr Leu Gly Tyr 
Arg Gly l\l Tyr Asp Arg Arg Jyr Arg Tyr Leu Ser Pro Glu Glu Val 
Arg "in Arg Glu Glu Gin Gly Gin Pro Tyr Thr He Arg Leu Lys Val 
III L eu Thr Gly Glu Ser Val Phe Glu Asp Gin Cys Lys Gly Arg Val 
Val Phe Pro Trp HI Asp Val Asp Asp Gin Val Leu Val Lys Ser Asp 
G ly Phe Pro Sr Tyr His Phe Ala Asn Val Val Asp Asp His Leu Met 
G ly lie Thr His Val Leu Arg Gly Glu Glu Trp Leu Ser Ser Thr Pro 
Lys His Leu Leu Leu Tyr Lys Ala Phe Gly Trp Glu Pro Pro Gin Phe 



225 230 
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Phe 


His 


Met 


Pro 


Leu 
245 


Leu 


Leu 


Asn 


Pro 


Asp 
250 


Glv 


Ser 


Lys 


Leu 


Ser 
255 


Lys 


Arg 


Lys 


Asn 


Pro 
260 


Thr 


Ser 


lie 


Phe 


Tvr 
265 


Tvr 


Arg 


Asp 


Ala 


Glv 
270 


Tvr 


Lys 


Lys 


Glu 


Ala 
275 


Phe 


Met 


Asn 


Phe 


Leu 
280 


Thr 


Leu 


Met 


Glv 


Tvr 
285 


Ser 


Met 


Glu 


Gly 


Asp 
290 


Glu 


Glu 


lie 


Tvr 


Ser 
295 


Met 


Gin 


Arg 


Leu 


He 
300 


Glu 


Ala 


Phe 


Asp 


"Pt*o 

IT J_ \J 


Lys 


Air 


lie 




Arg 


Ser 


Glv 

VJ J.JY 


Ala 


Val 


Phe 


Asp 


He 


Arg 


Lys 


Leu 


J U J 










310 










315 










320 


Asp 


xrp 




Asn 


Lys 
325 


His 


Tvr 


Leu 


Asn 


His 
330 


Glu 


Glv 


Ser 


Pro 


Glu 
335 


Ser 




Lie LI 




£21 \i 
340 


Leu 


Lys 


Glv 


r r>— n 
• LJ -h J 


Leu 
345 




Asn 


Asp 


Glu 


Phe 
350 


Leu 


Leu 




Tip 


JJCU 

355 


Pro 


Leu 


Cys 


Gin 


Ser 
360 


Arg 


He 


Thr 


Thr 


Leu 
365 


Ala 


Asp 


Phe 


Val 


Gly 
370 


Leu 


Thr 


Ser 


Phe 


Phe 
375 


Phe 


Thr 


Ala 


He 


Pro 
380 


Gin 


Tvr 


Ser 


Lvs 


J. LA 




Leu 


Leu 


Pro 


Ser 


Ser 


Leu 


Lys 


Gin 


Glu 


Gin 


Ala 


Ala 


Val 


Met 


385 










390 










395 










400 


Leu 


Tyr 


Ser 


Leu 


Val 
405 


Lys 


Tyr 


Leu 


GlU 


Lys 
410 


Lys 


Asp 


Leu 


Trp 


Glu 
415 


Lys 


Asp 


Phe 


Phe 


Tyr 
420 


Gin 


Gly 


Ser 


Lys 


Trp 
425 


Leu 


Ala 


Glu 


Ala 


Phe 
430 


Gin 


Val 


His 


His 


Lys 
435 


Lys 


Ala 


Val 


He 


Leu 
440 


Cys 


Tyr 


Met 


Trp 


Leu 
445 


Leu 


Leu 


Val 


Gin 


Asn 
450 


Arg 


Asp 


Phe 


Leu 


Phe 
455 


Leu 


He 


Arg 


Trp 


Asn 
460 


Tyr 









(2) INFORMATIONS POUR LA SEQ ID NO: 1035: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 88 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

{ i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 998962 999225 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1035: 



Met 


Lys 


Lys 


Thr 


Ala 


Leu 


Leu 


Ala 


Ala 


Leu 


Cys 


Ser 


Val 


Val 


Ser 


Leu 


1 








5 










10 










15 




Ser 


Ser 


Cys 


Cys 


Arg 


He 


Val 


Asp 


Cys 


Cys 


Phe 


Glu 


Asp 


Pro 


Cys 


Ala 








20 










25 










30 






Pro 


He 


Gin 


Cys 


Ser 


Pro 


Cys 


Glu 


Ser 


Lys 


Lys 


Lys 


Asp 


Val 


Asp 


Gly 






35 










40 










45 








Gly 


Cys 


Asn 


Ser 


Cys 


Asn 


Gly 


Tyr 


Val 


Pro 


Ala 


Cys 


Lys 


Pro 


Cys 


Gly 




50 










55 










60 










Gly 


Asp 


Thr 


His 


Gin 


Asp 


Ala 


Glu 


His 


Gly 


Pro 


Gin 


Ala 


Arg 


Glu 


He 


65 










70 










75 










80 


Pro 


Val 


Asp 


Gly 


Lys 


Cys 


Arg 


Gin 



















85 



(2) INFORMATIONS POUR LA SEQ ID NO: 103 6: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 547 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 9993 93 .. 1001033 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1036: 

Met Asn Lys Leu He Arg Arg Ala Val Thr He Phe Ala Val Thr Ser 

Val Ala Ser Leu Phe Ala Ser Gly Val Leu Glu Thr Ser Met Ala Glu 

Phe lie Ser Thr Asn Val lie Ser Leu Ala Asp T*r Lys Ala Lys Asp 

Asn Thr Ser His Lys Ser Lys Lys Ala Arg Lys Asn His Ser Lys Glu 

50 T ,„ 5 v=,i Ala Pro Val His Glu Ser Lys Ala 

Thr Pro Val Asn Arg Lys Lys Val Ala no gQ 

65 , 1° rv<? Phe Glv Arg Met Tyr Thr Val Lys 

Thr Gly Pro Lys Gin Asp Ser Cys Phe Giy Arg * ^ 

Val Asn Asp Asp Ar g Asn »1 «« .1. Thr "I- «* ~ HI ^ 
Al, Thr V,! Ill « «• «■ gj *al Gl » "« ™ S ^ ° 1Y ^ 
Aro „p £ V,! Asp val II. H« Thr oln oln L.u Pro Cys Glu A!, 

130 «, Pro Ala Thr Thr Pro Thr Ala Asp Gly Lys 

Glu Phe Val Arg Ser Asp Pro Ala inr x M ^ 16Q 

L.u v.! Trp Lys He Asp Ar 0 L.u oly «n oly ol« W - 

Thr Val Trp val III Pro Leu Lys 01. o«r cys cys Ph. Thr A!. A!. 

Thr val cys Ala cys Pro olu .1. Ar S s.r val Thr Lys cys oly 01- 

Pro Ala III cys Val Lys oln Ola Oly Pro olu Asn Ala Cys L.u Ar 9 

cys £° Val val Tyr Lys 2" Asn Val Val Asn oln Oly Thr Ala Thr 

Al, Aro Asn Val Val val olu Asn Pro Val Pro Asp ser Tyr Ala His 

s.r s.r Oly Oln Arl v,l Lou »r Phe Thr L.u Oly Asp Met oln Pro 

Oly Olu His III Thr 11. Thr Val Olu Phe cys Pro L.u Lys Ar 9 oly 

Ar g Ala £ Asn He Ala Met Val Ser Tyr cys oly Oly His Lys Asn 

Thr Al. ser val Thr Thr val He Asn Olu pro cys Val Oln val ser 

III Ala Oly Ala Asp £ ser Tyr Val cys Lys Pro Val Olu Tyr Val 

H. s.r val ser Asn Pro Oly Asp Leu Val Leu Arg Asp Val val val 

Lys Asp Thr Leu S.r Pro Oly val Thr Val Leu olu Ala Ala oly Ala 
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Gin 


He 


Ser 


Cys 


Asn 


Lys 


Val 


Val 


Trp 


Thr 


Val 


Lys 


Glu 


Leu 


Asn 


Pro 




370 










375 










380 










Gly Glu 


Ser 


Leu 


Gin 


Tyr 


Lys 


Val 


Leu 


Val 


Arg 


Ala 


Gin 


Thr 


Pro 


Gly 


385 










390 










395 










400 


Gin 


Phe 


Thr 


Asn 


Asn 


Val 


Val 


Val 


Lys 


Ser 


Cys 


Ser 


Asp 


Cys 


Gly 


Thr 










405 










410 










415 




Cys 


Thr 


Ser 


Cys 


Ala 


Glu 


Ala 


Thr 


Thr 


Tyr 


Trp 


Lys 


Gly Val 


Ala 


Ala 






420 










425 










430 






Thr 


His 


Met 


Cys 


Val 


Val 


Asp 


Thr 


Cys 


Asp 


Pro 


Val 


Cys 


Val 


Gly 


Glu 






435 










440 










445 








Asn 


Thr 


Val 


Tyr 


Arg 


He 


Cys 


Val 


Thr 


Asn 


Arg 


Gly 


Ser 


Ala 


Glu 


Asp 




450 










455 










460 










Thr 


Asn 


Val 


Ser 


Leu 


Met 


Leu 


Lys 


Phe 


Ser 


Lys 


Glu 


Leu 


Gin 


Pro 


Val 


465 










470 










475 










480 


Ser 


Phe 


Ser 


Gly 


Pro 


Thr 


Lys 


Gly 


Thr 


He 


Thr 


Gly 


Asn 


Thr 


Val 


Val 










485 










490 










495 




Phe 


Asp 


Ser 


Leu 


Pro 


Arg 


Leu 


Gly 


Ser 


Lys 


Glu 


Thr 


Val 


Glu 


Phe 


Ser 








500 










505 










510 






Val 


Thr 


Leu 


Lys 


Ala 


Val 


Ser 


Ala 


Gly Asp 


Ala 


Arg 


Gly 


Glu 


Ala 


He 






515 










520 










525 








Leu 


Ser 


Ser 


Asp 


Thr 


Leu 


Thr 


Val 


Pro 


Val 


Ser 


Asp 


Thr 


Glu 


Asn 


Thr 



530 535 540 



His He Tyr 
545 



(2) INFORMATIONS POUR LA SEQ ID NO: 1037: 

CARACTERISTIQUES DE LA SEQUENCE: 
LONGUEUR: 101 acides amines 
TYPE: acide amine 
CONFIGURATION : 1 ineai r e 

(iii) HYPOTHETIQUE : oui 



(i) 
(A) 
(B) 
(D) 



(viii) POSITION DANS LE GENOME : 1001214 .. 1001516 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1037: 



Met 


Ser 


Thr 


Val 


Pro 


Val 


Val 


Gin 


Gly 


Ala 


Gly 


Ser 


Ser 


Asn 


Ser 


Ala 


1 








5 










10 










15 




Gin 


Asp 


He 


Ser 


Thr 


Ser 


Ser 


Ala 


Pro 


Leu 


Thr 


Leu 


Lys 


Gly 


Arg 


He 






20 










25 










30 






Ser 


Asn 


Leu 
35 


Leu 


Ser 


Ser 


Thr 


Ala 
40 


Phe 


Lys 


Val 


Gly 


Leu 
45 


Val 


Val 


He 


Gly 


Leu 


Leu 


Leu 


Val 


Met 


Ala 


Thr 


He 


Phe 


Leu 


Val 


Ser 


Ala 


Ser 


Phe 


50 










55 










60 . 










Val 


Cys 


Lys 


Ser 


His 


Leu 


Ser 


Ser 


Tyr 


Ser 


Cys 


Tyr 


Cys 


Gly 


Met 


Arg 


65 








70 










75 










80 


Glu 


Tyr 


Leu 


Arg 


Arg 


Asn 


Phe 


He 


His 


Gly 


Arg 


He 


Leu 


Phe 


Ser 


Gly 








85 










90 










95 




Glu 


Met 


Glu 


Leu 
100 


Met 

























(2) INFORMATIONS POUR LA SEQ ID NO: 1038: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 91 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii, POSITION DANS LE GENOME: 1001392 .. 1001664 

{xi ) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1038: 

Phe A rg Pro Ala Ser Phe Val A sn Pro lie Tyr Leu Ala He Pro A la 

Ile Val Gly Cys Val Asn He Cys Val oly He Leu Ser Met Glu Gly 

^ cys Ser Pro oiu A rg Trp Ser Leu Cys Lys Lys lie Leu Lys Ala 

Ser oiu A sp lie He A sp Ajp Oly Oln He ~n Aj» Ser A sn Lys Val 

50 " . la T1 . ien Glv Val Val Val Ser Leu 

Phe Thr A sp Glu A rg Leu Asn Ala He A sp Gly 8() 

ler A rg Arg Asn ser Leu Val Asp Gin Thr Gin 



(2) INFORMATIONS POUR LA SEQ ID NO: 1039: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 625 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viiU POSITION DAMS LE GENOME: co^l—nt , 1001323 .. 1003697 . 
< X 1) DESCRIPTION DE LA SEQUENCE : SEO. ID NO, 1039, 
L.u Leu V.1 L.u Thr Leu Phe Pro Gin Leu Ala Phe Ser Ala Glu Pro 
Leu Arg Arg cm Lp va! Arg Lys Thr Val Asp Lys Leu Val Glu Hi. 

20 , T1 « <^r Pro Tvr He Leu Ser A rg Ser Leu 

His He A sp Thr Gin Gin He Ser Pro Tyr ^ 

G!U Asp Z V.! Arg ser Ph. Asp Ser Hi, Lys Ala Tyr Leu Thr Gl„ 
Asp G°iu val Ph. ser His Ala Ph. ser Glu Glu Ala Thr His Pro Leu 
pL Lys Gin Tyr Gin S« Asp Asn Ph. ser Ser Phe Lys Glu Leu Asp 
Thr cys lie Gin SL «. He ser Arg Al, Arg Glu Trp Arg ser ser 
Trp Leu Thr Asp s.r II. Arg Val He Gin Asp Ala Met S.r His Thr 
„. Glu Lys Lys Pro ser Ala Trp Ala s.r ser !le Glu Glu Val Lys 
Gin Arg Gin Tyr Asp Leu L.u Leu ser Tyr Ala Ser He Tyr Leu Glu 



145 150 
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Asp Ala Ala Lys Asn Arg Tyr Gin Gly Lys Glu His Gly Leu Val Lys 

165 170 175 

Leu Cys lie Arg Gin lie Glu Asn His Glu Asn Pro Tyr lie Gly lie 

180 185 190 

Asn Asp His Gly Tyr Arg Met Ser Pro Glu Glu Glu Ala Asn Ser Phe 

195 200 205 

His Val Arg lie lie Lys Ser lie Ala His Ser Leu Asp Ala His Thr 

210 215 220 

Ala Tyr Phe Ser Gin Glu Glu Ala Leu Ser Met Arg Ala Gin Leu Glu 
225 230 235 240 

Lys Gly Met Cys Gly lie Gly Val Val Leu Lys Glu Asp lie Asp Gly 

245 250 255 

Val Val Val Lys Glu Val Leu Ala Gly Gly Pro Ala Asp Lys Thr Gly 

260 265 270 

Ser Leu Arg Val Gly Asp lie lie Tyr Arg Val Asn Gly Lys Asn lie 

275 280 285 

Glu Asn Thr Pro Phe Pro Gly Val Leu Asp Ser Leu Arg Gly Ser Pro 

290 295 300 

Gly Ser Ser Val Thr Leu Asp lie His Arg Gin Asn Asn Asp His Val 
305 310 315 320 

lie Gin Leu Arg Arg Glu Lys lie Leu Leu Asp Ser Arg Arg Val Asp 

325 330 335 

Val Ser Tyr Glu Pro Tyr Gly Asn Gly He He Gly Lys He Thr Leu 

340 345 350 

His Ser Phe Tyr Glu Gly Glu Asn Gin Val Ser Ser Glu Gin Asp Leu 

355 360 365 

Arg Lys Ala He Arg Glu Leu Gin Glu Lys Asn Leu Leu Gly Leu Val 

370 375 380 

Leu Asp He Arg Glu Asn Thr Gly Gly Phe Leu Ser Gin Ala He Lys 
385 390 395 400 

Val Ser Gly Leu Phe Leu Thr Asn Gly Val Val Val Val Ser Arg Tyr 

405 410 415 

Ala Asp Gly Ser Val Lys Arg Tyr Arg Thr He Ser Pro Gin Lys Phe 

420 425 430 

Tyr Asp Gly Pro Leu Ala Val Leu Val Ser Lys Ser Ser Ala Ser Ala 

435 440 445 

Ala Glu He Val Ala Gin Thr Leu Gin Asp Tyr Gly Val Ala Leu He 

450 455 460 

Val Gly Asp Gin Gin Thr Tyr Gly Lys Gly Thr He Gin His Gin Thr 
465 470 475 480 

He Thr Gly Ser Asn Ser Gin Glu Asp Phe Phe Lys Val Thr Val Gly 

485 490 495 

Arg Tyr Tyr Ser Pro Ser Gly Lys Ser Thr Gin Leu Glu Gly Val Lys 

500 505 510 

Ser Asp He Val He Pro Ser Arg Tyr Ala Glu Asp Lys Leu Gly Glu 

515 520 525 

Arg Phe Leu Glu Tyr Ala Leu Pro Ala Asp Gin Tyr Asp Asn Val He 

530 535 540 

Asn Asp Asn Leu Gly Asp Leu Asp He Asn He Arg Pro Trp Phe Gin 
545 550 555 560 

Lys Tyr Tyr Ser Pro His Leu Gin Lys Pro Glu Leu Val Trp Arg Glu 

565 570 575 

Met Leu Pro Gin Leu Ala His Asn Ser Gin Glu Arg Leu Glu Lys Asn 

580 585 590 

Lys Asn Phe Glu He Phe Val Gin His Leu Lys Lys Thr Asn Lys Gin 

595 600 605 

Asp Arg Ser Phe Gly Ser Asn Asp Leu Gin Met Glu Glu Cys Glu His 
610 615 620 

Arg 
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625 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 123 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(vii i) POSITION DANS LE GENOME : 1004477 .. 1004845 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1040: 
Met Pro Thr He Asn Gin Leu lie Arg Lys Lys Arg Gin Ser Gly Ala 
Thr Arg Lys Lys Ser Pro Ala Leu Gin Lys Ser Pro Gin Lys Arg Gly 
val Cys Leu lln Val Lys Thr Lys Thr Pro Lys Lys Pro Asn Ser Ala 
Le u Arg Lys Val Ala Trp Val Arg Leu Ser Asn Gly Gin Glu Val He 
Aia £r lie Gly Gly Glu Gly His Asn Leu Gin Glu His Ser He Val 
£u val Gin Gly Gly Irg Xaa Lys Asp Leu Pro Gly Val Arg Tyr His 
lie val Arg Gly Ala Leu Xaa Cys Ala Ala Val Lys Asn Arg Lys Gin 
100 105 



ser Arg Ser Arg Tyr Gly Ala Lys Arg Pro Lys 



115 120 



(2) INFORMATIONS POUR LA SEQ ID NO: 1 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 131 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 1004990 .. 1005382 

(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1041: 

L eu Leu His Gly Lys Lys ser lie Ala Arg Lys He Val Tyr Gly Ala 

teu Glu Arg Phe Ala Lys Arg Leu Gly Leu Glu Asn Pro Leu Glu Gly 

Phe Glu Glu "a Leu Glu Asn Ala Lys Pro He Leu Glu Val Arg Ser 

Arg Arg val Gly Gly Ala Thr Tyr Gin Val Pro Val Glu val Ala Pro 

Asp Arg Arg Ser Cys Leu Ala Met Gin Trp lie He Lys His Ala Arg 
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Ser Lys Pro Gly Lys Cys Met Glu 
85 

Asp Cys Phe Asn Lys Gin Gly Ala 
100 

His Arg Met Ala Glu Ala Asn Lys 
115 120 
Xaa Asn Val 
130 



Val Gly Leu Ala Asn Glu Leu lie 

90 95 
Thr lie Lys Lys Arg Glu Asp Thr 
105 110 
Ala Phe Ala His Tyr Lys Trp Xaa 
125 



(2) INFORMATIONS POUR LA SEQ ID NO: 1042: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 694 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1005415 100749 6 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1042: 

Met Ser Asp Gin Glu Phe Gly Leu Asp Ala He Arg Asn He Gly He 

1 5 10 15 

Met Ala His He Asp Ala Gly Lys Thr Thr Thr Thr Glu Arg He Leu 

20 25 30 

Phe Tyr Ala Gly Arg Thr His Lys He Gly Glu Val His Glu Gly Gly 

35 40 45 

Ala Thr Met Asp Trp Met Glu Gin Glu Gin Glu Arg Gly He Thr He 

50 55 60 

Thr Ser Ala Ala Thr Thr Val Phe Trp Leu Gly Ala Lys He Asn He 
65 70 75 80 

He Asp Thr Pro Gly His Val Asp Phe Thr He Glu Val Glu Arg Ser 

85 90 95 

Leu Arg Val Leu Asp Gly Ala Val Ala Val Phe Asp Ala Val Ser Gly 

100 105 110 

Val Glu Pro Gin Ser Glu Thr Val Trp Arg Gin Ala Asn Lys Tyr Gly 

115 120 125 

Val Pro Arg He Ala Phe Val Asn Lys Met Asp Arg Met Gly Ala Asn 

130 135 140 

Tyr Xaa Gly Ala Val Glu Ser Met Arg Glu Lys Leu Gly Ala Asn Ala 
145 150 155 160 

Xaa Pro Val His Cys Pro He Gly Ser Glu Ser Gin Phe Val Gly Met 

165 170 175 

Val Asp Leu He Ser Gin Lys Ala Leu Tyr Phe Leu Glu Glu Thr Leu 

180 185 190 

Gly Ala Lys Trp Glu Glu Arg Lys He Pro Glu Asp Leu Gin Glu Gin 

195 200 205 

Cys Ala Thr Leu Arg Met Gin Leu Leu Glu Glu Leu Ala Thr Val Asp 

210 215 220 

Glu Ser Asn Glu Ala Phe Met Glu Lys Val Leu Glu Asn Pro Asp Ser 
225 230 235 240 

He Thr Glu Glu Glu He His Thr Val Met Arg Lys Gly Val He Glu 

245 250 255 

Gly Lys He Asn Pro Val Leu Cys Gly Ser Ala Phe Lys Asn Lys Gly 

260 265 270 

Val Gin Gin Leu Leu Asp Val He Val Lys Trp Leu Pro Ser Pro Leu 
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9ft0 285 

RSP « g £ «, - « «* - » - - ss oly Glu Glu v 

s« 2 Z «. pro s.r »» «*r «. «-» £ - Ph » *"„ 

305 310 „ . tio Tbr Phe lie Arg He Tyr 

lie Met Thr Asp Pro Tyr Val te ly A.* ^ - - 335 

ser oi y Thr «. HI W -V - & »• "» "» '~ SS ^ MP 
ws Olu « XL ~ « LJJ - OXU « Hi. Ala « «u « 
Thr asp E « «xu P.. Thr V,. ox y « .1. OIV 1. ^ V,. G ly 
L . u %l Phe s.r VaX Thr G1 y Asp Thr « «. MP «u Asn oln Olu 
i! S . v.! « Olu «, - Olu Ala «o Glu Pro V,! II. Asp «« AX, 

Glu Pro ,y, 12 x, ys 01, Asp «; =iu «■ - «S 
ser XI. ,,u £ Glu OXU Asp Pro Thr Ph. «, V,X ser Thr Asn Glu 
olu Thr £ Gin Thr XX. XX. S.r ol, «« Ol, Glu »» «■ - « 

450 ^ " b r1l . phe Ara Val Glu Ala Asn Val 

II. w Arg Asp irj Mel IX. arg Glu Ph. M w 

IS Pro «" ™ "« ™ - ° 1U S5 "* *" ^ ^ 

s « Glu Thr w. £ V.l W s Gin s.r o ly oly Arg Gl y Gin Tyr Al, 

His Val c y s £ Glu XX. Glu Pro Asn olu Pro OX, ol, Asn olu 

val Val ler W s XX. v.l GI, =1. V.1 XXe Pro gj. Glu XVr XI. Pro 

„a HI XX. Ol, V,I OXU Glu Ol, « « S.r 01, V,X « »IJ 

|t y T.r OX. ,.u VaX Sp Val X, yS V.X «J XI. V,X Ph. OX. «r ^ 

HI. Olu V.1 «P I" s.r olu Met « L. Phe W XX. C oly S.r M.t 

R1 a Val WS fx" *Xa cv, W - Pro V.X II. « OXu Pro 

595 „ l «hr Val He Thr Pro Glu Asp His Leu Oly Asp Val 
He Met Lys Val Thr Val lie im g2Q 

610 , Tv = Tie Leu Gly Gin Glu Ser 

He Gly Asp Leu Asn Arg Arg Arg Gly Lys lie Leu y ^ 

6 Se 5 r Arg Asn Met Ala SI Val Ser Ala Glu Val Pro Leu Ser Glu Met 

Phe Gly Tyr Met Sr Ser Leu Arg Ser Leu Thr Ser Gly Arg Ala Thr 

ser T hr Met flu Pro Ala Phe Phe Ala Lys Val Pro Gin Lys He Gin 



675 680 



Glu Glu He Val Lys Lys 
690 



(2) INFORMATIONS POUR LA SEQ ID NO: 1043: 

,i) CARACTERISTIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 105 acides amines 
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(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1007507 1007821 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1043: 



Met 


Lys 


Gin 


Gin 


Lys 


Gin 


Arg 


He 


Arg 


He 


Arg 


Leu 


Lys 


Gly 


Phe 


Asp 


1 






5 










10 










15 




Gin 


Gly 


Gin 


Leu 


Asp 


Gin 


Ser 


Thr 


Ala 


Asn 


He 


Val 


Glu 


Thr 


Ala 


Lys 






20 










25 










30 






Arg 


Thr 


Gly 


Ala 


Arg 


Val 


Val 


Gly 


Pro 


He 


Pro 


Leu 


Pro 


Thr 


Lys 


Arg 




35 










40 










45 








Glu 


Val 
50 


Tyr 


Thr 


Val 


Leu 


Arg 
55 


Ser 


Pro 


His 


val 


Asp 
60 


Lys 


Lys 


Ser 


Arg 


Glu 


Gin 


Phe 


Glu 


He 


Arg 


Thr 


His 


Lys 


Arg 


Leu 


He 


Asp 


He 


Leu 


Asp 


65 










70 










75 










80 


Pro 


Thr 


Gly 


Lys 


Thr 
85 


He 


Asp 


Ala 


Leu 


Lys 
90 


Met 


Leu 


Ser 


Leu 


Pro 
95 


Ala 


Gly Val 


Asp 


He 


Lys 


He 


Lys 


Ala 


Ala 

















100 105 



(2) INFORMATIONS POUR LA SEQ ID NO: 1044: 

(i) C ARAC TER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 2 99 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: 1007802 .. 1008698 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO; 1044: 



He 


Leu 


Arg 


Ser 


Arg 


Leu 


Pro 


Asn 


Ser 


Phe 


Asp 


Leu 


Lys 


Met 


Ser 


Leu 


1 








5 










10 










15 




Phe 


Ser 


Lys 


Phe 


Lys 


Ala 


Gin 


Trp 


Met 


Phe 


Leu 


His 


Ser 


Arg 


Glu 


Leu 






20 










25 










30 






Cys 


Ser 


Ser 


Thr 


Ser 


Asp 


He 


Gly 


Asn 


Thr 


Cys 


Ser 


Asp 


Pro 


Val 


Phe 




35 










40 










45 








Gin 


He 


Leu 


Cys 


Asn 


Pro 


Val 


Arg 


Ser 


Glu 


He 


Ser 


Tyr 


Lys 


Val 


Gly 




50 










55 










60 










Asp 


Ser 


Leu 


Gly 


Val 


Phe 


Pro 


Thr 


Asn 


Pro 


Ser 


Thr 


Leu 


Val 


Asp 


Ser 


65 








70 










75 










80 


Val 


Leu 


Asp 


Ala 


Leu 


Gin 


Tyr 


Gly 


Pro 


Arg 


Ser 


Pro 


Val 


Val 


Ser 


Arg 










85 










90 










95 




His 


Ala 


Asp 


Ser 


Val 


Leu 


Pro 


Leu 


His 


Glu 


Phe 


Leu 


Thr 


Ser 


Tyr 


Val 






100 










105 










110 






Asp 


Leu 


Asp 


Lys 


He 


Pro 


Lys 


Ser 


Leu 


Arg 


Pro 


Phe 


Phe 


Pro 


Gly Asp 






115 










120 










125 








Leu 


Asp 


Asp 


Thr 


Trp 


Ser 


Leu 


Ala 


Glu 


Ala 


He 


Leu 


Val 


Tyr 


Gin 


Pro 




130 










135 










140 










Arg 


He 


Pro 


Phe 


Glu 


Glu 


Phe 


He 


Arg 


Ser 


Ala 


Met 


Pro 


Leu 


Leu 


Pro 
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£ » TV, s.r II. a!" s.r s.r Pro Thr Si s.r Hi. Oly «£ L.u 
olu L..U Lsu Val a" cys v.l s.r Ph. oln oly Lys Thr oln Leu Ar g 

lob 

Cys Lys Asp Leu Gin 

200 



155 



160 



Tyr oly L.u £1 S.r Ma Phe L.u Cys Lys Asp L.u Oln Ola oly Olu 
s .r Phe III oly Ph. II. Oln Pro Thr Ar S His Ph. Thr L.u olu ol» 
Lys Sn Ph. «y Lys Pro L.u II. «.t II. Oly — «Y «r oly II. 

Pro Tyr Lys oly S". L.u oln His Aro II. Tyr His Oln Asp V,l 
oly S.r Asn II. M Ph. Ph. oly olu Arg Ph. olu Lys s.r Asn Ph. 



Tyr Tyr Ar 9 III Phe s.r Pro oly III Asp Ar g Ph. w Ly. Thr Pro 



265 



275 280 
Val He His Ser Leu Phe Gin Arg Phe Arg Val 

290 295 



(2) INFORMATIONS POUR LA SEQ ID NO: 1 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 87 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (1009121 .. 1009381) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1045: 
lie Tyr Arg Val Oly He Cly Gin Asp Ser His Arg Phe Leu Pro Asp 
Olu Asp Pro Lys Pro Cys lie Leu Oly oly He He Phe Olu Asn Thr 
Pro Gly Phe llu Ala Asn Ser Asp oly Asp Val Val Phe His Ala He 
Cys Asn Ala Phe Ser Ser Val Tnr His Lys Gly lie Leu Gly Gly Leu 
A la Asp Glu Leu Leu Lys Sr Lys Gly He Thr Asp Ser Val Val Tyr 



65 70 
Leu Gin Glu Leu Ser Pro Leu 
85 



(2) INFORMATIONS POUR LA SEQ ID NO : 1 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 469 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 1010648 1012054 

<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1046: 

Leu Asp His Leu Leu His Ala Phe Pro Ser lie Gly Gin Ser lie Val 

15 10 15 

Gin Glu Leu Lys Ser Gin Arg Ser Arg Leu Lys Met lie Ala Ser Glu 

20 25 30 

Asn Phe Ser Ser Leu Ser Val Gin Leu Ala Met Gly Asn Leu Leu Thr 

35 40 45 

Asp Lys Tyr Cys Glu Gly Ser Pro Phe Lys Arg Phe Tyr Ser Cys Cys 

50 55 60 

Glu Asn Val Asp Ala lie Glu Trp Glu Cys Ala Glu Thr Ala Lys Glu 
65 70 75 80 

Leu Phe Gly Ala Glu Ser Ala Phe Val Gin Pro His Ser Gly Ala Asp 

85 90 95 

Ala Asn Leu Leu Ala lie Met Ser lie lie Thr Gin Lys lie Gin Ser 

100 105 110 

Pro Ala Val Gin Gin Leu Gly Tyr Lys Thr lie Asn Asp Leu Pro Glu 

115 120 125 

Gin Glu Tyr Glu Ala Leu Lys Ala Glu Met Ala Gin His Lys Cys Leu 

130 135 140 

Gly Pro Ser Leu Asn Ser Gly Gly His Leu Thr His Gly Thr Val Arg 
145 150 155 160 

Met Asn lie Met Ser Lys Leu Met His Cys Leu Pro Tyr Glu Val Asn 

165 170 175 

Leu Asp Thr Glu Leu Phe Asp Tyr Asp Glu lie Ala Lys Xaa Ala Lys 

180 185 190 

Glu His Lys Pro Thr Val Leu lie Ala Gly Tyr Ser Ser Tyr Ser Arg 

195 200 205 

Arg Phe Asn Phe Ala Thr Leu Lys Gin lie Ala Glu Asp Cys Gly Ala 

210 215 220 

Val Leu Trp Val Asp Met Ala His Phe Ala Gly Leu Val Ala Gly Gly 
225 230 235 240 

Val Phe Val Gly Glu Glu Asn Pro Met Pro Tyr Ala Asp lie Val Thr 

245 250 255 

Thr Thr Thr His Lys Thr Leu Arg Gly Pro Arg Gly Gly Leu Val Leu 

260 265 270 

Ala Lys Xaa Glu Tyr Ala Asn Thr Leu Asn Lys Ala Cys Leu Xaa Met 

275 280 285 

Met Gly Gly Pro Leu Pro His Val lie Ala Ala Lys Ala lie Ala Leu 

290 295 300 

Lys Glu Ala Met Thr lie Asn Phe Arg Lys Tyr Ala His Lys Val Val 
305 310 315 320 

Glu Asn Ala Gin Thr Leu Ala Glu Val Phe Gin Arg Asn Gly Leu Arg 

325 330 335 

Leu Leu Thr Gly Gly Thr Asp Asn His Met Leu lie lie Asp Leu Thr 

340 345 350 

Ser Leu Gly Val Pro Gly Arg lie Ala Glu Asp Met Leu Thr Ser Val 

355 360 365 

Gly lie Ala Val Asn Arg Asn Thr lie Pro Ser Asp Ala Ser Gly Gin 

370 375 380 

Trp Lys Thr Ser Gly lie Arg Leu Gly Thr Pro Ala Leu Thr Thr Leu 
385 390 395 400 

Gly Met Gly Ser Ala Glu Met Glu Glu Val Ala Asn lie lie Val Lys 

405 410 415 

Val Leu Arg Asn lie Thr Val Arg Ser Asn Ala Glu Ser Gly Ser Ser 

420 425 430 

Lys Ser Glu Gly Glu Leu Ser Glu Gly lie Ala Gin Glu Ala Arg Gin 
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440 445 
Arg val S A sp Leu Leu Gly Arg Phe Pro Leu Tyr Pro Olu XI. UP 



450 455 
Leu Glu Thr Leu Val 
465 



(2) INFORMATIONS POUR LA SEQ ID NO: 1047: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 152 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

{viii) POSITION DANS LE GENOME : complement ( 1011942 .. 10123 97 ) 
(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1047: 
Oly Val Ala Lys Arg Leu Pro Gly Thr Ala His Lys Leu Asn Thr Asp 
Iro Val Asp Ala La Lys Pro Val Thr Thr Val Val Lys Gly Glu Glu 
I le lie Leu fie Trp Ser Gin Thr Ala Lys Leu Ala Ser Thr Asp Pro 
Pro Gly Leu Leu Met Thr Asn Thr He Gly Cys Pro Gly Leu Val Ser 
Ser Lys Tyr Gin Ser Phe Leu Met Ala Ser Ala Ala Leu Phe Ser Val 
Thr Gly ser Glu Lys Lys lie Arg Arg Glu Ser Asn Asn Phe Leu Ser 
Met Thr ser Cys fsn Leu Cys lie lie Ser Pro Ser Gly II. Olu Ser 
Pro Thr Lys III Ala Phe Pro Asp Arg Phe Gin Asp Lys Glu Gly He 
Phe Leu lie Asn Gin Pro His Val Val Ser Leu Pro Glu Arg Ser Leu 

130 135 
Leu Thr Ala Leu Pro His Phe Tyr 

1 cn 



145 150 



(2) INFORMATIONS POUR LA SEQ ID NO: 1048: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 19 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 1012042 .. 1012635 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1048: 
Oly Asn Ala Ser Leu Val Gly Asp Ser Met Pro Glu Gly Glu Met Met 



1 5 
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His 


Lys 


Leu 


Gin 
20 


Asp 


Val 


He 


Asp 


Arg 
25 


Lys 


Leu 


Leu 


Asp 


Ser 
30 


Arg 


Arg 


He 


Phe 


Phe 
35 


Ser 


Glu 


Pro 


Val 


Thr 
40 


Glu 


Lys 


Ser 


Ala 


Ala 
45 


Glu 


Ala 


He 


Lys 


Lys 
50 


Leu 


Tro 


Tvr 


Leu 


Glu 
55 


Leu 


Thr 


Asn 


Pro 


Gly 
60 


Gin 


Pro 


He 


Val 


Phe 


Val 


He 


Asn 


Ser 


Pro 


Gly 


Gly 


Ser 


Val 


Asp 


Ala 


Ser 


Phe 


Ala 


Val 


65 










70 










75 










80 


Trp 


Asp 


Gin 


He 


Lys 


Met 


He 


Ser 


Ser 


Pro 


Leu 


Thr 


Thr 


Val 


Val 


Thr 








85 










90 










95 




Gly Leu 


Ala 


Ala 


Ser 


Thr 


Gly 


Ser 


Val 


Leu 


Ser 


Leu 


Cys 


Ala 


Val 


Pro 








100 










105 










110 






Gly Arg 


Arg 


Phe 


Ala 


Thr 


Pro 


His 


Ala 


Arg 


He 


Met 


He 


Thr 


Lys 


Pro 






115 










120 










125 








Ser 


He 
130 


Gly 


Gly 


Thr 


He 


Thr 
135 


Gly 


Gin 


Ala 


Thr 


Asp 
140 


Leu 


Asp 


He 


His 


Ala 


Arg 


Glu 


Xaa 


Leu 


Lys 


Thr 


Lys 


Ala 


Arg 


He 


He 


Asp 


Val 


Tyr 


Val 


145 










150 










155 










160 


Glu 


Ala 


Thr 


Gly 


Gin 
165 


Ser 


Pro 


Glu 


Val 


He 
170 


Glu 


Lys 


Ala 


He 


Asp 
175 


Arg 


Asp 


Met 


Trp 


Met 


Ser 


Ala 


Asn 


Glu 


Ala 


Met 


Glu 


Phe 


Gly 


Leu 


Leu 


Asp 






180 










185 










190 






Gly 


He 


Ser 


Leu 


Leu 


Phe 























195 



(2) INFORMATIONS POUR LA SEQ ID NO: 1049: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 9 0 acides amines 

( B ) TYPE : ac ide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1012593 1012862 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1049: 



Ser 


Asn 


Gly Val 


Trp 


Thr 


Val 


Arg 


Trp 


Asp 


Phe Ser 


Ser 


Leu 


Leu 


Thr 


1 








5 










10 








15 




Thr 


Cys 


Arg 


Tyr 


Leu 


Leu 


Tyr 


Ser 


Gly 


Ala 


Gly Asn 


Ser 


Phe 


He 


Leu 








20 










25 








30 






Gly 


Glu 


Ser 


Met 


Pro 


Ser 


Leu 


Glu 


Asp 


Val 


Leu Phe 


Leu 


Cys 


Gin 


Glu 






35 










40 








45 








Glu 


Met 


Val 


Asp 


Gly 


Phe 


Leu 


Cys 


Val 


Glu 


Ser Ser 


Glu 


He 


Ala 


Asp 




50 










55 








60 










Ala 


Lys 


Leu 


Thr 


Val 


Phe 


Asn 


Ser 


Asp 


Gly 


Ser He 


Ala 


Ser 


Met 


Cys 


65 








70 










75 








80 


Gly 


Asn 


Gly 


Leu 


Gin 


Ser 


Gin 


Trp 


Arg 


Thr 













85 90 



(2) INFORMATIONS POUR LA SEQ ID NO : 1050: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 210 acides amines 

(B) TYPE: acide amine 



1729 



(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE: oui 

( viii) POSITION DANS LE GENOME: 1012811 .. 1013440 
(xi ) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1050: 
Trp lie Tyr Ar g Val Tyr Val Ar g Glu Trp Val Ala Val Ala Met Ala 
His Val Ala Gin Cys Phe Gly Leu Glu Asp Val Ser He Glu Thr Glu 
^ Oly Val Gin Gly Lys Phe Phe Ser Met Asn Ar g Val Leu Val 

ASP Met Tnr Leu Pro Asp Trp Lys Lys Ala Glu Ar 9 Lys Leu Thr His 
Val Leu Pro Gly Met Pro Glu Gin Val Phe Phe He Asp Thr Gly Val 
Ho His Val Val Val Phe Val Ser Asp Leu Ser Lys Val Pro Val Gin 
Olu Trp Gly ser Phe Leu Ar g Tyr His Glu Asp Phe Ala Pro Glu Gly 
Val Asn Val Asp Phe Val Gin Ar. Lys Lys Asp Asp Leu Leu Leu Val 
^ ^ iyr Glu Ar, Gly Cys Glu Ar 9 Glu T,r Leu Ser Cys Gly Thr 

130 1 „ , , 1a Ac;c , Tie Phe Ser Leu Gly 

Gly Met Leu Ala Ser Ala Leu Val Ala Ala Asp lie *n ^ 

G tn Asp Phe Ser lie £ Val cys Ser Ar g Ser Ar 9 Asn Leu lie Lys 

XX. Phe ser Glu Lys Gly Lys val Phe Leu Glu Gly Pro Val Ser Leu 

^ Asn Ar 9 Ser Glu Asn Phe Gly Trp Leu Glu Pro Lys Ser Ar 9 Ar. 



195 

Phe Gly 
210 



(2) INFORMATIONS POUR LA SEQ ID NO: 1051: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 200 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 1013456 .. 1014055 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1051: 

His Lys Ar 9 Glu Leu Leu Ser Asn Arg Ala Ser Pro He Leu Glu Pro 

Met Thr Thr Tyr Pro Val Pro Gin Asn Pro Leu Leu Leu Ar g Val Leu 

Arg Le u Met Asp Ala Phe Ser Lys Ser Asp Asp Glu Ar g Asp Phe Tyr 
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Leu 


Asp 


Arg 


Val 


Xaa 


Gly 


Phe 


He 


Leu 


Tyr 


He 


Asp 


Leu 


Asp 


Lys 


Asp 




50 










55 










60 










Gin 


GlU 


Asp 


Leu 


Asp 


Lvs 


He 


Tyr 


Gin 


Glu 


Leu 


Glu 


Glu 


Asn 


Ala 


Asp 


65 










70 










75 










80 


Ar g 


Tvr 


Cys 


Leu 


lie 


Pro 


Lvs 


Leu 


Thr 


Phe 


Tyr 


GlU 


He 


Lys 


Lys 


He 










85 










90 










95 




Met 


GlU 


Thr 


Phe 


Val 


Asn 


GlU 


Lys 


He 


Tyr 


Asp 


He 


Asp 


Thr 


Lys 


Glu 








100 










105 










110 






Lys 


Phe 


Leu 


Glu 


lie 


Val 


Gin 


Ser 


Lys 


Asn 


Ala 


Arg 


Glu 


Gin 


Phe 


Gin 






115 










120 










125 








Glu 


Phe 


Leu 


Tyr 


Asp 


His 


Glu 


Thr 


Glu 


Gin 


Glu 


Lys 


Trp 


Gin 


Gin 


Phe 




130 










135 










140 










Tyr 


Val 


Glu 


Arg 


Ser 


Arg 


He 


Arg 


He 


He 


Glu 


Trp 


Leu 


Arg 


Asn 


Asn 


145 










150 










155 










160 


Gin 


Phe 


Gin 


Phe 


Val 


Phe 


Glu 


Glu 


Asp 


Leu 


Asp 


Phe 


Ser 


Lys 


His 


He 










165 










170 










175 




Leu 


Glu 


Gin 


Leu 


Lys 


Val 


His 


Leu 


Phe 


Asp 


Ala 


Lys 


Val 


Ser 


Lys 


Glu 








180 










185 










190 






Leu 


Thr 


Gin 


Ala 


Arg 


His 


Phe 


Phe 



















195 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 1052: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 171 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1013 977 .. 1014489 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1052: 



Ala 


His 


Phe 


Arg 


Thr 


Thr 


Glu 


Gly 


Thr 


Ser 


He Arg 


Cys 


Gin 


Gly 


He 


1 








5 










10 








15 




Glu 


Arg 


Val 


Asn 
20 


Thr 


Gly 


Ala 


Ser 


Leu 
25 


Leu 


Leu Asn 


Lys 


Ser 
30 


Lys 


Val 


Tyr 


Tyr 


Ser 


Asn 


Glu 


Ala 


Leu 


Asn 


Pro 


Arg 


Pro Lys 


Arg 


Gly Arg 


Pro 






35 










40 








45 








Pro 


Lys 
50 


Gin 


Ser 


Ala 


Lys 


Val 
55 


Glu 


Ala 


Glu 


Thr Thr 
60 


He 


Ser 


Asn 


Asp 


He 


Tyr 


Thr 


Lys 


Val 


Pro 


Ser 


Ala 


Ala 


Arg 


Arg Phe 


Leu 


Phe 


Leu 


Pro 


65 










70 










75 








80 


Glu 


He 


Thr 


Ser 


Pro 
85 


Ser 


Ser 


Leu 


Thr 


Phe 
90 


Ser Glu 


Lys 


Phe 


Asp 
95 


Thr 


Glu 


Glu 


Glu 


Phe 
100 


Leu 


Ala 


His 


Leu 


Arg 
105 


Gly 


Gly Gly 


Arg 


Leu 
110 


Glu 


Asp 


Gin 


Leu 


Asn 
115 


Leu 


Ala 


Lys 


Phe 


Ser 
120 


Glu 


Arg 


Phe Asp 


Ser 
125 


Leu 


Arg 


Glu 


Leu 


Ser 


Ala 


Lys 


Leu 


Gly 


Tyr 


Asp 


Ser 


Asp 


Gly Glu 


Thr 


Gly Asp 


Phe 




13 0 










135 








140 










Phe 


Asn 


Glu 


Glu 


Tyr 


Asp 


Asp 


Glu 


Glu 


Glu 


Glu He 


Lys 


Pro 


Lys 


Lys 


145 










150 










155 








160 


Thr 


Thr 


Lys 


Arg 


Gly 
165 


Arg 


Lys 


Lys 


Ser 


Arg 
170 


Ser 
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(2) INFORMATIONS POUR LA SEQ ID NO: 1053: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 232 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

, Ti ii, POSITION DANS LE GENOME: corcpl.m.nt ( 1014529 .. 1015224 > 
(jcl) DESCRIPTION DE LA SEQUENCE : SEO ID NO, 1053: 
Asn s.r Leu Glu Thr II. Met Thr W Ph. His Asp Lys Pro Asn II. 
Gin lie Met Phe Lp S.r Leu Ala Pro Thr Tyr Asp Lys II. Asn Gly 
II. Leu S.r Leu Gly Leu His He Ala Trp Asn Asn Al. Leu val ser 
Leu Leu Gly olu Thr Asn His Leu Leu Asp Leu Cys Ala Gly Thr Gly 
A„ V,l Al. Leu s.r Tyr III Gin Ash Tyr Pro Ar S A!, ser Ala Thr 
Su Val Asp Ph. ser Sr Lys Met L.u olu Asn Val Gin Lys Ar, His 
Pro ser Al. Pro Phe s.r Tyr II. «r s.r Asp V,! Thr His L.u Pro 
Pro Asp AS„ rhr Ph. Ar 9 L.u Ala ser M.t Ala Tyr Gly L.u Ara 
AS„ Leu Ml Tyr Pro L.u olu Al. L.u Ar g olu Val Tyr Ar 9 val Leu 
Gl„ Pro Oly Gly His L.u oly II. L.u olu Leu Thr Ar 9 Pro Al. Thr 
£ Asn Pro V.1 Tyr Si L.u His Lys L.u Tyr L.u Asn Leu Val Val 

Pro ser val Oly «- «■ — «g « "« W "* So *" ^ 

L .„ Lys Olu ser lie A„ Asp L.u Pro Ar g M.t Pro L.u ser Lys Gin 
S.r Ph. Met am Ar g II. Tyr Ala L.u s.r Gly Ash Ala Asn Tyr Ph. 

Leu Ala Gin Gin Pro Phe Gly Phe 

O "3 f\ 



225 230 



(2) INFORMATIONS POUR LA SEQ ID NO: 1054: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 286 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

,viii) POSITION DANS LE GENOME: complement < 1015145 .. 1016002 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1054: 

Arg Asp Val Pro Ser His Asn Thr Thr Trp Ser Tyr Pro Met Leu Ser 

15 10 15 

Gin Phe Gin Asp Arg Leu Asn lie Gly Cys Val Arg Tyr Val Asn Ala 

20 25 30 

Leu Pro Phe Ser Ser Gly Leu Ser Gin Ala Pro Gly Val Ser Leu Leu 

35 40 45 

Met Asp Thr Pro Thr Asn Leu Val Pro Lys Leu Leu Ser Arg Glu lie 

50 55 60 

Asp Tyr Ala Leu Thr Ser Val Ala Ala Thr Phe Ser Ser Ser Leu His 
65 70 75 80 

Arg Val Ser Ser Phe Gly He Ala Ala Tyr Lys Lys He Leu Ser Val 

85 90 95 

Asn Leu His Ala Thr Ser Gin Phe Phe Ala Lys Glu Ala Pro His He 

100 105 HO 

Ala Ala Thr Lys Glu Ser Leu Ser Ser He Leu Leu Leu Arg Val Leu 

115 120 125 

Cys Glu Asn Leu Trp Asn He Pro Phe Pro Ser Val Thr Leu Leu Ser 

130 135 140 

Ser Asp Ser He Leu Thr Gin Ala Glu His Tyr Asp Ala Leu Leu Leu 
145 150 155 160 

He Gly Asp Thr Ala Leu Arg His Pro He He Pro Gly Phe His Thr 

165 170 175 

Tyr Asp Leu Ala Ala Ser Trp Tyr Asp Leu Thr Ala Lys Pro Phe Val 

180 185 190 

Phe Ala Gly He Leu Ser Leu Ser Ser Thr He Ser Phe Gin Leu Gin 

195 200 205 

Gin Glu Phe Ser Ser Thr Leu Asn Tyr Phe Gin Asn His Lys Glu Asp 

210 215 220 

He Thr Ser Lys Ala Ala Ala Leu Leu Lys Leu Pro Glu Ser Leu Met 
225 230 235 240 

Gin Glu Tyr Tyr Thr Leu Cys Arg Tyr Glu Leu Ser Glu Glu Asp Phe 

245 250 255 

Ala Gly Leu Glu Gin Phe Arg Asp Tyr Tyr Asp Arg Leu Pro Arg Gin 

260 265 270 

Ala Lys Tyr Pro Asn His Val Arg Phe Ser Cys Ala Tyr Leu 
275 280 285 



(2) INFORMATIONS POUR LA SEQ ID NO: 1055: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 52 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 101593 9 1016994) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1055: 

Leu Phe Asp Asp Tyr Leu Ser Gly Ala Arg Leu Ser Glu Lys Gin Ala 

15 10 15 

Leu Gin Leu Leu Leu Val Asp Ala Glu Asp Gin Gin Ala Leu Trp Ser 

20 25 30 

Phe Ala Asp Leu He Arg Ala Asn Arg Val Gly Asp Thr Val Phe Tyr 



1733 



35 



ser sar Thr Leu Tyr Leu Tyr Pro Thr Asn Phe cys Gin Phe Asn Cys 
Tfc r Phe cys ser Phe Tyr Ala Lys Pro Oly Asn Pro Thr Gly Trp Phe 
IL Thr Pro Asp Gin Leu Val Gin Ser lie Lys Glu Asn Pro Ser Pro 
He Thr Glu Thr His He Val Ala Gly Cys Tyr Pro Ser Cys Asn Leu 
Ala Tyr Tyr III Glu Leu Phe Ser Lys He Lys Gin Asn Phe Pro Asp 
L eu His lie Lys Ala Leu Ser Ma He Glu Tyr Asp Tyr Leu Ser Lys 
L eu Asp Asn Leu Pro Val Lys Glu Val Met Gin Arg Leu Arg He Ala 



Jty Leu Asp Ser He Pro Gly Gly Gly Ala g!u He Leu Val Asp Glu 

u 1 err X I u 



« Arg Glu Thr — s« Arg Oly tt. «-> «r Mr oln oly Ph. Leu 

G lu XI. His Glu Thr Ala Hi, S.r L.u Gly He Pro s.r Asn Al, Thr 
M .t Leu cys Tyr His Arg Glu Thr Pro Al, Asp II. Met T*r His « 
s.r Lys L.u Arg Al. Leu "in Asp Lys Tar s.r Gly Phe Lys Asn Ph. 
Ill Leu Leu Lys Ph. Al. ser Glu Asn «j Ala Leu oly Lys Arg Leu 
His Lys »et Thr ser Arg His Ser 11. Pro Pro Al. Thr XI. He Al. 
val Ala Arg Leu Phe Leu Asp Asn XI. Pro Asn Xle Lys AXa Leu Trp 
Asn Tyr Leu Gly Leu Asp v.l Ala Leu His L.u Leu s.r cys Gly Xa. 
Asn Asp Leu Ser S.r Thr His Gin Gly GXu Jj. V.l Ph. Arg M.t Ala 
ser ser Gin Glu Pro III Ar g M.t Asp xle Glu Gly Met S.r Hi. Leu 
lie He Gin Hi. "ly Arg II. Pro Cys L.u V.l Asn S.r Ly. Thr Val 



(2) INFORMATIONS POUR LA SEQ ID NO: 1056: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 174 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement (1017245 .. 1017766) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1056: 

Arg Glu Thr cys val Phe Gly Phe val Ala Gly Gly Leu Asp Asp Arg 

Ln Leu Tyr Asn His Phe Phe Asp ser Asp Gin Gin Gin Tyr Ser Pro 

20 25 
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Gly 


Leu 


Thr 


Ala 


Val 


He 


Cys 


Asn 


Lys 


Tyr 


Ser 


Arg 


Asp 


Ser 


Leu 


Leu 




35 










40 










45 








GlU 


Ala 
50 


Leu 


Tyr 


Gin 


Arg 


Gin 
55 


Cys 


Tyr 


Ala 


Thr 


Thr 
60 


Gly 


Gin 


Arg 


He 


lie 


Val 


Asn 


Phe 


Gin 


He 


Thr 


Ser 


Ala 


Pro 


Met 


Gly 


Ser 


Glu 


Leu 


Ser 


65 










70 










75 










80 


Thr 


Ala 


He 


Lys 


Pro 


Gly 


Leu 


Val 


He 


Asn 


Arg 


His 


He 


Ser 


Gly 


Tyr 








85 










90 










95 




Val 


Ala 


Gly 


Thr 


Ala 


Lys 


He 


Ala 


Ser 


He 


Glu 


He 


He 


Arg 


Asn 


Gly 






100 










105 










110 






Asp 


He 


Leu 


His 


Pro 


Phe 


His 


Pro 


Asp 


Gly 


Asn 


Asn 


Phe 


Glu 


Tyr 


Glu 




115 










120 










125 








Tyr 


Asp 


Asp 


Leu 


Ser 


Pro 


Phe 


Ala 


Gin 


Val 


Thr 


Leu 


Lys 


Asp 


Pro 


Gin 


130 










135 










140 










Asn Gly Ala 


Pro 


Phe 


Ala 


Phe 


Tyr 


Tyr 


Leu 


Arg 


Val 


Thr 


Gin 


Glu 


Asn 


145 










150 










155 










160 


Gly 


Ala 


Met 


Ala 


Leu 


Ser 


Ser 


Pro 


Xaa 


Trp 


He 


Asp 


Leu 


Asn 












165 










170 















(2) INFORMATIONS POUR LA SEQ ID NO: 1057: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 3 32 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 1017 916 1 018 9 11 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1057: 



Lys 


Arg 


Leu 


Pro 


Arg 


He 


Leu 


Trp 


Leu 


Gin 


Lys 


Leu 


cys 


Met 


Leu 


Pro 


1 






5 










10 










15 




GlU 


Ala 


He 


Ser 


Leu 


Leu 


Ser 


Asn 


Leu 


Leu 


Ser 


Leu 


Val 


Met 


Trp 


Lys 








20 










25 










30 






Leu 


Gly 


Thr 


Leu 


Ser 


Leu 


Leu 


Phe 


Leu 


Ala 


Pro 


Leu 


Pro 


Thr 


Ser 


Leu 




35 










40 










45 








Lys 


Arg 


Thr 


Leu 


Gin 


Val 


Met 


Val 


Leu 


Asn 


Tyr 


Leu 


Leu 


Asn 


Ala 


Val 


50 










55 










60 










Asn 


Leu 


Ser 


Leu 


Phe 


Met 


Leu 


Thr 


His 


Gin 


Gly Lys 


Asp 


Leu 


Leu 


Lys 


65 










70 










75 










80 


Asp 


Pro 


As P 


He 


Phe 


Thr 


Met 


Asp 


He 


Arg 


Gly Asn 


Val 


Leu 


Lys 


Asn 






85 










90 










95 




He 


Arg 


He 


Phe 


Ala 


Pro 


Ser 


Tyr 


Val 


He 


Lys 


Asn 


Lys 


Arg 


Phe 


Asp 






100 










105 










110 






He 


Thr 


Val 


Arg 


Phe 


Glu 


Asp 


Glu 


Phe 


Gly 


Asn 


Leu 


Thr 


Asn 


Phe 


Ser 






115 










120 










125 








Pro 


Glu 


Glu 


Thr 


His 


He 


Glu 


Leu 


Ser 


Tyr 


Glu 


His 


Leu 


Arg 


Glu 


Asn 




130 










135 










140 










Leu 


Asn 


Trp 


Gin 


Leu 


Phe 


He 


Pro 


Glu 


Thr 


Gly 


Phe 


Val 


He 


Leu 


Pro 


145 








150 










155 










160 


Asn 


Leu 


Tyr 


Phe 


Asn 


Glu 


Pro 


Gly 


He 


Tyr 


Arg 


He 


Gin 


Leu 


Arg 


Asn 








165 










170 










175 




Gin 


Ala 


Thr 


Lys 


Glu 


Val 


Phe 


Thr 


Ser 


Ala 


Pro 


He 


Lys 


Cys 


Phe 


Ala 








180 










185 










190 






Glu 


Thr 


Ser 


Ser 


His 


Leu 


Leu 


Trp 


Gly 


Leu 


Leu 


His 


Gly Glu 


Ser 


Asp 
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200 205 
Arg val Asp -r Glu Gly Asn He oiu ser Cys Leu Arg Tyr Phe Arg 

ASP Asp cys Ma Leu Asn IL Phe Ala Thr Ser Ser Phe Clu He Gin 

S «Y -u Thr Pro III Thr He Lys Thr He Asn Oln Thr Val Ala 

ASP Phe Asn Oiu III Asp Ar 9 Phe lie Ala Leu Ser Gly Ala Oln Tyr 

Leu ser Glu Glu Pro Oly Glu Gly Xle Arg Glu Val Leu Leu Met Lys 

Glu Pro Lys ser Pro Gly Lys His Lys Glu cys Lys Leu Phe Pro Leu 

290 r rir, VLr Thr ser His Glu Leu He Ser He Pro 

ser Lys Leu Tyr Lys Gin Ser Thr t>er hi 32Q 

G °in Leu His Cys Phe Lys Glu He Trp lie Gin Phe 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 204 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viiU POSITION DANS LE GENOME: ocpl—nt (1018580 .. 1019191) 
(Xi) DESCRIPTION DE I* SEQUENCE : SEQ ID BO: 1058= 
Arg ser ser v.l Lys His Ala Lys Al, Lys Phe Leu Gin II. Lys M> 
Phe Leu val Thr Arg Thr Tyr II. Leu V.l Ala Met Arg Arg ser val 
cy, Tyr val Thr Pre Ser val Ala Arg Ala Gly Gin lie ser Thr Trp 
Arg Phe Glu Tyr S.r Ser Ala Asn Ph. Leu Pro Glu Gly Thr Leu L.u 
L ys ». Asp Leu Gly II. "p Gly Arg Pro II. Asp Trp Glu He Pro 
s.r lie Asp L.u s.r "in Pro cys Asn Thr II. Tyr L.u «« Thr Pro 
S.r Glu Asp lie val Ala Al, Lys Ala v.! Tyr Al, Pro Gly Gly Tyr 
II. Pro Thr Ph. Glu Ph. Thr Leu Pro cys Asp Val Glu Ala Gly Asp 
Thr Phe ser II. II. L.U Gly S.r s.r Pro Asn » Pro Gin Glu Asp 
s.r ser Gly A» oly Ala Gin Leu Phe Thr Gin Arg Arg Lys Pro Ph. 
s.r Leu Tyr Val Asp Pro s.r Gly Lys Gly S.r Ph. Glu Arg S.r Arg 
lyr Leu Bis Asn J£ Tyr Gin Arg Lys Cys He Lys Lys Tyr Pro Asp 
180 18b 



Phe cys Ser Phe Leu Cys Asp Gin Lys Gin Thr Leu 



195 200 
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(2) INFORMATIONS POUR LA SEQ ID NO: 1059: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 123 acides amines 

(B) TYPE: acide amin6 

(D) CONFIGURATION: lineair e 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 101983 1 102 019 9 ) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1059: 



Arg 


Leu 


Ser 


Leu 


Met 


Asn 


Thr 


Asp 


Leu 


Gin 


Lys 


Ala 


Phe 


Val 


Ser 


Met 


1 








5 










10 










15 




Glu 


Asp 


He 


Val 
20 


Glu 


Glu 


He 


Phe 


Gly 
25 


Glu 


He 


Ala 


Asp 


Glu 
30 


Tyr 


Asp 


Asp 


Gin 


Glu 
35 


Asp 


Val 


His 


Tyr 


Lys 
40 


Xaa 


He 


Gly 


Asn 


Ala 
45 


Trp 


He 


Val 


Asp 


Gly 
50 


Arg 


Met 


Asn 


He 


Ser 
55 


Asp 


Ala 


Glu 


Glu 


Cys 
60 


Phe 


Gly 


Leu 


His 


lie 


Glu 


His 


Glu 


Ser 


Ser 


Tyr 


Asp 


Thr 


Leu 


Gly 


Gly 


Tyr 


Val 


Phe 


His 


65 










70 










75 










80 


Lys 


Leu 


Gly 


Ala 


Val 


Pro 


Glu 


Lys 


Gly Met 


Lys 


He 


Tyr 


Tyr 


Glu 


Asp 








85 










90 










95 




Phe 


Ala 


He 


Asp 
100 


He 


Leu 


Ser 


Cys 


Ser 
105 


Asp 


Arg 


Ser 


Val 


Glu 
110 


Lys 


Met 


Lys 


lie 


Thr 
115 


Pro 


Arg 


Arg 


Arg 


Lys 
120 


Pro 


Leu 


Ser 













(2) INFORMATIONS POUR LA SEQ ID NO : 1060: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 298 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 1020114 1021007 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1060: 



Ala 


Ser 


Ser 


Leu 


Phe 


Val 


Asp 


Ser 


Pro 


Asn 


Asn 


Phe 


Phe 


Tyr 


Arg 


Ser 


1 








5 










10 










15 




Trp 


Leu 


Phe 


Ser 


Pro 


Leu 


He 


Met 


Leu 


Tyr 


He 


Leu 


Leu 


Ala 


He 


He 






20 










25 










30 






Val 


Leu 


Phe 
35 


Leu 


Phe 


Leu 


Gly 


Ser 
40 


Ala 


Thr 


His 


Arg 


Arg 
45 


Ala 


Ser 


He 


Ser 


Ala 
50 


Tyr 


Gly 


Gly 


Glu 


Gly 
55 


Leu 


Pro 


Pro 


Phe 


Ser 
60 


Ser 


Cys 


Pro 


Lys 


Val 


Leu 


Pro 


Leu 


Leu 


Cys 


Leu 


He 


Tyr 


Gly Met 


Leu 


Gly Ala 


Pro 


Val 


65 










70 










75 










80 


Tyr 


Gin 


Tyr 


He 


His 


Asn 


Phe 


Phe 


Ser 


Leu 


Ser 


Pro 


Ser 


He 


Phe 


Trp 
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90 95 



85 x lla , 01 , val lie Tyr Lys Phe Leu Pro Leu 
Leu lie Phe Leu Ser Leu Ala Leu Val lie ry y ^ 

100 * *=r, Qpr Phe Ser Tyr Lys Val Ser Ser Ser 

Cys Pro Gly Tyr Ser Asp Asp Ser Phe Ser y ^ 

115 ™ t o„ ciu Asn Cys Leu Ala Gly Phe Lys Thr Pro ser 
Thr Val Lys Thr Leu Glu Asn cys i, ^ 

,1. S M.t Gin G!» Tfcr Pro Pro Pro Glu Pro Pro *sn Glu L.u 

IS « u. ~ £1 - « »j "« M9 Glu D's M " 

^ Pro L y S ». S »- ~ G1 " Gly "* III "* S " 

01 „ M. P- Pro ,.u IX. XL « «- «y ^ - £| "° L " 

195 , Tlo -v.,- civ Met Val Leu Val Lys Asp 

Phe Thr Lys Ser He Asp Asp lie Thr Gly Met ^ 

210 r p rn His Thr Ser Gin Pro Leu Ser 

Leu Ser Pro Val Tyr Tyr Lys Asp Pro His Thr ^ 

fer He Ala Tyr Pro Pro Leu Tyr Thr Pro Glu lie Arg Arg Ala Ser 
Leu Leu Leu Gin Glu Phe Xaa Gin Lys Arg cys His Leu Ala Xle Val 
val Asn Glu Tyr Gly Phe Thr Glu Gly Leu Cys Leu Tyr Gly Arg Tyr 

Arg Arg Arg Asn Leu Trp Arg Asn Cys Arg 
290 295 

(2) INFORMATIONS POUR LA SEQ ID NO: 1061: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 165 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(vli i, POSITION DANS LE GENOME: complement ( 1021075 .. 1021569 ) 
( xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1061: 
val He Phe Phe Leu Leu lie Leu Asp Arg Ser Ser Pro Gin lie Phe 
lie ser Asn Glu Gin Gin Asp Val Ser He Asp Leu Gin Ser Ala Gin 
Arg Leu Val Val Leu Phe Leu Glu Leu Gin Lys Val Ser Thr Asp Gin 
Val Tyr 111 Tyr Phe Leu Asp Asp Thr Ala Leu Ala Gin Leu His Asp 
Olu fin Phe Ser Asp Pro Ser Leu Thr Asp Thr He Thr Leu Pro lie 
Asp Lys Pro Gly He IL ser Phe Pro His Val Leu Gly Glu Ala Phe 
Wl ser Pro Lys Ala Ala Met Arg Phe Leu Glu Gin Tyr Thr Glu Asp 

ov i?« nu lie ser Arg Tyr Val Val His Ser Leu Leu His 
Gin Leu Tyr His Glu lie ber «xy y ^ 

115 120 
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Met Leu Gly Tyr Asp Asp Gin Thr Asp Glu Asp Lys Arg He Met Gin 

130 135 140 

Glu Gin Glu Asp Val Ser Leu Ser Phe Leu Ala Glu His Gin Ala Leu 
145 150 155 160 

Leu Arg Pro Ala Val 
165 

(2) INFORMATIONS POUR LA SEQ ID NO: 1062: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 105 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement { 1022097 1022411 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1062: 



Gin 


Gin 


Ser 


Leu 


Gly 


Leu 


Asn 


Gin 


Asp 


Pro 


Leu 


Asn 


Lys 


Val 


Val 


Met 


1 








5 










10 










15 




Val 


Pro 


Phe 


Pro 
20 


Asn 


Arg 


Glu 


Val 


Leu 
25 


Cys 


He 


Gly 


Leu 


Val 
30 


Ala 


Gly 


Glu 


Ala 


Pro 
35 


Thr 


Thr 


Cys 


Ser 


Gin 
40 


Asp 


Ala 


Asp 


Asp 


Pro 
45 


Met 


He 


Thr 


Val 


Phe 
50 


He 


Pro 


Thr 


Thr 


Pro 
55 


Asn 


Pro 


Thr 


Ser 


Gly 
60 


Phe 


Leu 


Thr 


Leu 


Phe 


Lys 


Lys 


Ser 


Asp 


He 


Thr 


Phe 


Leu 


Asp 


Met 


Lys 


He 


Glu 


Asp 


Ala 


65 










70 










75 










80 


Phe 


Lys 


Tyr 


Val 


He 
85 


Ser 


Cys 


Gly 


Val 


Leu 
90 


Asn 


Ser 


Asp 


Pro 


Cys 
95 


Ala 


Thr 


Ser 


Pro 


Phe 
100 


He 


His 


Pro 


Gin 


Phe 
105 

















(2) INFORMATIONS POUR LA SEQ ID NO: 1063: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 107 acides amines 

(B) TYPE: acide amin4 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 1023347 1023 667 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1063: 

Met Glu Pro Tyr Ala Val He Gin Thr Gly Asn Lys Gin Tyr Gin Val 

15 10 15 

Arg Lys Gly Asp Val He Asp Val Glu Leu Leu Asp Gly He Ser Glu 

20 25 30 

Glu Asn Lys Glu Val Leu Phe Gin Asp Val Leu Phe Thr Phe Asp Gly 

35 40 45 

Glu Lys Ala Ser Val Gly Ala Pro Thr Val Gly Asn Ala Val Val Lys 
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Oly flu Leu Val Ser Phe Val Arg Gly Olu Lys Val Val Ala Tyr Lys 
Lys Lys Arg Lys Isn Tyr His Lys Lys He oly His Arg Gin Asn 



85 90 



Tyr Leu Arg Val Lys lie Ser Asp Leu Val Met 
100 10b 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 83 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 10237 01 .. 1023 949 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1064: 
Met Ala His Lys Lys Gly Gin Gly Ala Ser Arg Asn oly Arg Asp Ser 
olu ser Lys Arg Leu oly Leu Lys Val oly Ala Gly Gin Arg Val Ser 
Gly Ser iL Leu Val Arg Gin Arg Oly Thr Lys Tr P His Pro Ala 
Val Asn Val Gly Arg Gly Lys Asp Asp T*r Leu Phe Ala Leu Ala Asp 
Gly fie Val val Met Lys Lys Thr Asp Arg Thr Tyr Val Ser Val lie 

65 70 
Pro Gin Ala 



(2) INFORMATIONS POUR LA SEQ ID NO: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 245 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 1024042 .. 102477 6 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1065: 

Met Phe Val Asp Gin lie Thr Leu olu Leu Arg Ala Gly Lys Gly Gly 

Ln Oly Val Val Ala Trp Arg Lys olu Lys Tyr Leu Pro Lys Oly oly 

Pro Tyr oly lly Asn Gly Gly Asn Gly Gly Ser He Leu He Olu Thr 

val Thr Asn Met Tyr Ser Phe Su olu Tyr Arg Asn Leu Arg Phe Leu 
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Lys 


Ala 


Asp 


Asp 


Gly 


Gin 


Ala 


Gly Ala 


Ser 


Asn 


Asn 


Arg 


Thr 


Gly Arg 


65 










70 










75 










80 


Asn 


Gly 


Lys 


Asp 


Leu 


Val 


Leu 


Lys 


Val 


Pro 


Glu 


Gly 


Thr 


Leu 


Leu 


Arg 










85 










90 










95 




Asp 


Ala 


Ala 


Thr 


Gly 


Glu 


Leu 


He 


His 


Asp 


Phe 


Thr 


Lys 


Asp 


Gly Glu 






100 










105 










110 






Arg 


He 


Val 


Val 


Cys 


Gin 


Gly 


Gly Arg 


Gly 


Gly 


Lys 


Gly Asn Val 


Phe 






115 










120 










125 








Phe 


Ly s 


Thr 


Ser 


Thr 


Asn 


Arg 


Ala 


Pro 


Thr 


Lys 


Ala 


Thr 


Pro 


Gly 


Lys 




.13 0 










135 










140 










Pro 


Gly 


Glu 


He 


Arg 


Leu 


Val 


Glu 


Leu 


Glu 


Leu 


Lys 


Leu 


He 


Ala 


Asp 


145 








150 










155 










160 


He 


Gly 


Leu 


Val 


Gly 


Phe 


Pro 


Asn 


Ala 


Gly 


Lys 


Ser 


Thr 


Leu 


Phe 


Asn 








165 










170 










175 




Thr 


Leu 


Ala 


Arg 


Thr 


Glu 


Val 


Lys 


Val 


Gly 


Ala 


Tyr 


Pro 


Phe 


Thr 


Thr 








180 










185 










190 






Leu 


His 


Pro 


Ser 


Leu 


Gly 


Leu 


Val 


His 


Gin 


Glu 


Gly Met 


Leu 


Tyr 


Gin 






195 










200 










205 








Lys 


Thr 


Trp 


He 


Met 


Ala Asp 


He 


Pro 


Gly 


He 


He 


Glu 


Gly Ala 


Ser 




210 










215 










220 










Gin 


Asn 


Arg 


Gly 


Leu 


Gly 


Leu 


Asp 


Phe 


Phe 


Gly 


He 


Leu 


Asn 


Val 


Arg 


225 










230 










235 










240 


Asp 


Tyr 


Cys 


Tyr 


Ser 

























(2) INFORMATIONS POUR LA SEQ ID NO : 10 66: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 114 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME: 1024704 .. 1025045 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 1066: 



Arg 


Ser 


Val 


Ala 


Lys 


Pro 


Gly 


He 


Gly 


He 


Gly 


Phe 


Leu 


Arg 


His 


He 


1 








5 










10 










15 




Glu 


Arg 


Thr 


Arg 


Leu 


Leu 


Leu 


Phe 


Val 


He 


Asp 


He 


Ser 


Gly 


He 


Glu 








20 










25 










30 






Arg 


His 


Ser 


Pro 


Glu 


Gin 


Asp 


Leu 


Lys 


He 


Leu 


Met 


Gly 


Glu 


Leu 


Leu 






35 










40 










45 








Ala 


Tyr 


Lys 


Glu 


Glu 


Leu 


Lys 


Asp 


Lys 


Asp 


Met 


Val 


He 


Ala 


Leu 


Asn 




50 










55 










60 










Lys 


He 


Asp 


Gin 


Leu 


Leu 


Pro 


Asp 


Glu 


Arg 


Glu 


Glu 


Arg 


Val 


Ala 


Leu 


65 










70 










75 










80 


Leu 


Lys 


Gin 


Gin 


Phe 


Pro 


Asp 


Gin 


Glu 


Phe 


He 


Leu 


Leu 


Ser 


Gly Leu 








85 










90 










95 




Thr 


Gly 


Glu 


Gly 


Val 


Asp 


Ala 


Leu 


Tyr 


Asp 


Leu 


Phe 


Lys 


Ser 


Lys 


Leu 








100 










105 










110 






Ser 


Glu 































(2) INFORMATIONS POUR LA SEQ ID NO: 1067: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 305 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME : complement ( 10249 67 .. 1025881) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1067: 
A sn Phe Arg Lys He Leu Leu Gin His Phe Trp Glu Met Pro Met He 
Ser lie Leu Cys Ser Leu Phe Pro Pro Leu Leu Phe Pro Ser Leu Leu 
Ala Ala Phe lly Ala Ser He Ala Ala Gly He Val Gly Ser Tyr He 
Val val Lys Arg He Val Ser He Ser Gly Ser lie Ala His Ser He 
Leu G°iy Gly Val Gly He Ala Leu Trp Leu Gin Tyr Gin Phe Asn Leu 
Pro lie Ser Pro Leu lis Gly Ala He Ala Ser Ala He Phe Val Ala 
lie Cys He Gly Asn Val His Leu Lys Tyr His Glu Arg Glu Asp Ser 



He He Ser M^t He Trp Ser He G~ly Met Ala He Gly He lie Cys 



lie Ser Lys Leu Pro Ser Phe Asn Ser Glu Leu Ser Asp Phe Leu Phe 



120 



125 



Oly Asn He Leu Trp Val Thr Pro Gin Asp Leu Tyr Phe Leu Gly lie 

1 xoo 
III Asp Leu P». He val Al. Thr VU Ser lie Cys His Thr «| Ph. 

L «u Al. L.u cys pS Asp Glu Lys Tyr Met Al, Leu Asn Hi. Tyr Ser 



140 



lie Lys Thr Trp Tyr Leu Leu Leu Leu He Leu Thr Ala He Thr Thr 



185 



200 



Val Val Leu Met Tyr Val Met Gly Val He Leu Met Leu Ser Met Leu 
Val Leu Pro Val Ser He Ala Cys Arg Phe Ser Tyr Lys Met Ser His 
III lie Tyr He Ala III He Leu Asn He Val Cys Ser Phe Leu Gly 
Xle Met Leu Ala Tyr Leu Leu Asp Leu Pro Val Gly Pro Val He Ala 
He Leu Met lly oly Ala Tyr Ser Leu Ser Leu Leu Leu Asn Arg Ser 

Anr 280 

Tyr Asn Ala Ser Thr Pro Ser Pro Val Ser Pro Glu Ser Lys He Asn 

290 295 

Ser 
305 



(2) INFORMATIONS POUR LA SEQ ID NO: 1068: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 23 6 acides amines 
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(B) TYPE: acide amine" 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 102583 9 102 6546 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1068: 



Met 


Thr 


Lys 


Gin 


Met 


Leu 


Leu 


Glu 


Asn 


Val 


Ser 


Phe 


Arg 


Tyr 


Gly 


Lys 


1 








5 










10 










15 




Thr 


Gly 


Pro 


Leu 


He 


Val 


Asp 


His 


Val 


Ser 


Cys 


Glu 


Val 


Tyr 


Ser 


Gly 








20 










25 










30 






Asp 


Phe 


He 


Gly 


He 


He 


Gly 


Pro 


Asn 


Gly Gly Gly 


Lys 


Thr 


Thr 


Leu 






35 










40 










45 








Thr 


Gin 


Leu 


Met 


Leu 


Arg 


Leu 


Leu 


Gin 


Pro 


Val 


Cys 


Gly 


Ser 


He 


Ser 




50 










55 










60 










Thr 


Tyr 


Ser 


Val 


Gin 


Asp 


His 


Arg 


Pro 


Leu 


Ser 


He 


Gly 


Trp 


Val 


Pro 


65 










70 










75 










80 


Gin 


His 


Phe 


Ser 


Tyr 


Asp 


Ala 


Ala 


Phe 


Pro 


He 


Thr 


Val 


Lys 


Glu 


Thr 










85 










90 










95 




Val 


Leu 


Ser 


Gly 


Arg 


Leu 


Ala 


Thr 


Leu 


Pro 


Trp 


Tyr 


Gly 


Arg 


Tyr 


Thr 








100 










105 










110 






Gin 


Glu 


Asp 


His 


Glu 


Ala 


Ala 


Glu 


Glu 


Ala 


Leu 


Leu 


Thr 


Val 


Asp 


Leu 






115 










120 










125 








He 


Asp 


Tyr 


Lys 


Asp 


Ser 


Cys 


Phe 


Ser 


His 


Leu 


Ser 


Gly 


Gly 


Gin 


He 




130 










135 










140 










Gin 


Arg 


Val 


Leu 


Leu 


Ala 


Arg 


Ala 


Leu 


Ala 


Ala 


Arg 


Pro 


Glu 


Phe 


Leu 


145 










150 










155 










160 


Leu 


Leu 


Asp 


Glu 


Pro 


Thr 


Ala 


Asn 


He 


Asp 


Pro 


Val 


Asn 


Gin 


Gin 


Lys 










165 










170 










175 




He 


Leu 


Gin 


He 


Leu 


Ser 


Ala 


Leu 


Asn 


Lys 


His 


Cys 


Thr 


He 


Leu 


Met 








180 










185 










190 






He 


Thr 


His 


Asp 


Leu 


His 


His 


Thr 


Ala 


Gly 


Cys 


Phe 


Asn 


Arg 


Val 


Phe 






195 










200 










205 








Phe 


Met 


Asn 


Lys 


Thr 


Leu 


Thr 


Thr 


Leu 


Ala 


Asp 


Thr 


Thr 


Thr 


He 


Ser 




210 










215 










220 










Glu 


Arg 


Phe 


Cys 


Cys 


Asn 


Thr 


Phe 


Gly 


Arg 


Cys 


Pro 










225 










230 










235 













(2) INFORMATIONS POUR LA SEQ ID NO: 1069: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 278 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 1 026546 102737 9 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1069: 

Asp Asn Met Arg Leu Leu Phe Leu Leu Leu Phe Ser Leu Gly He Thr 

15 10 15 

Cys Ser Tyr Gly Asp Glu Val Ser Thr Arg Lys Gin He Leu Val Ser 
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25 30 



lie Val Pro Tyr Lys Phe Leu Val G~lu Gin He Ala Gly Asp Thr Cys 

Gin Val Phe Ser He Val Met Asp Asn His Asp Pro His Asn Tyr Glu 
50 55 60 



Leu Ser Pro Lys Tyr lie Glu Lys He Arg Gin Val Glu Leu Trp Phe 
Arg lie Gly Glu Gly Phe Glu Lys Thr Cys Glu Arg He He Ser Cys 
Lys Gin Val Asp Leu Ala Ala Asn lie Asp Lys He Thr Asn Gly Ala 
cys cys Gin Arg Phe Leu Ser Phe Asp Thr His Thr Trp Leu Ser Pro 



120 



Lys Asn III Lys He Gin He Gin Ala He Thr Glu Ala Leu Val Glu 



135 



Thr Ala Pro Glu His Glu Thr Leu Tyr Arg jy. Asn Cys Ser Leu Leu 



Itl ser Gin Leu Asp Leu Leu Asp Gin Lys He Ser Ser He Val Ser 

165 17 
ser Thr Ser Gin Arg Asn Val Leu Val Thr His Gly Ala Phe Ala Tyr 



Phe Cys Arg Asp Tyr Gly Phe He cin His Thr He Glu Arg Ala Asn 



185 



His ser Oil Leu Ser Pro Lys Asp Val Val Arg Val Glu Arg Thr He 



200 



215 



220 



Ar g Asp His Asn Leu His Ser Val He Leu Leu Lys His Ala Gly 



225 230 235 



Arg ser ser Ala Ala Leu Val Arg Lys Phe Asn Met Thr Pro He Leu 

245 

Leu Asp Pro Tyr Ala Glu Asp Val Phe Asn Asn Leu Leu Ala He Ala 



260 265 



Thr Ala Phe Ala Asn Leu 
275 



(2) INFORMATIONS POUR LA SEQ ID NO : 1070: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 892 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : complement (1027929 1030604) 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1070: 

Arg Asp Ser Arg Arg Thr Val Thr Phe Ser Gly Asn T*r Val Ser Ser 

Gin Ser Thr Thr Gly Gin Val Ala Gly Gly Ala lie Tyr Ser Pro Thr 

Val Thr lie aL Thr Pro Val Val Phe Ser Lys Asn Ser Ala Thr Asn 

Asn Ala isn Asn Ala T*r Asp £r Gin Arg Lys Asp Thr Phe Gly Gly 

55 " 
Ala lie Gly Ala Thr Ser Ala Val Ser Leu Ser Gly Gly Ala His Phe 

n n 7b 
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Leu Glu Asn Val Ala Asp Leu Gly Ser Ala lie Gly Leu Val Pro Asp 

85 90 95 

Thr Gin Asn Thr Glu Thr Val Lys Leu Glu Ser Gly Ser Tyr Tyr Phe 

100 105 110 

Glu Lys Asn Lys Ala Leu Lys Arg Ala Thr He Tyr Ala Pro Val Val 

115 120 125 

Ser He Lys Ala Tyr Thr Ala Thr Phe Asn Gin Asn Arg Ser Leu Glu 

130 135 140 

Glu Gly Ser Ala He Tyr Phe Thr Lys Glu Ala Ser He Glu Ser Leu 
145 150 155 160 

Gly Ser Val Leu Phe Thr Gly Asn Leu Val Thr Pro Thr Leu Ser Thr 

165 170 175 

Thr Thr Glu Gly Thr Pro Ala Thr Thr Ser Gly Asp Val Thr Lys Tyr 

180 185 190 

Gly Ala Ala He Phe Gly Gin He Ala Ser Ser Asn Gly Ser Gin Thr 

195 200 205 

Asp Asn Leu Pro Leu Lys Leu; lie Ala Ser Gly Gly Asn He Cys Phe 

210 215 220 

Arg Asn Asn Glu Tyr Arg Pro Thr Ser Ser Asp Thr Gly Thr Ser Thr 
225 230 235 240 

Phe Cys Ser He Ala Gly Asp Val Lys Leu Thr Met Gin Ala Ala Lys 

245 250 255 

Gly Lys Thr He Ser Phe Phe Asp Ala He Arg Thr Ser Thr Lys Lys 

260 265 270 

Thr Gly Thr Gin Ala Thr Ala Tyr Asp Thr Leu Asp He Asn Lys Ser 

275 280 285 

Glu Asp Ser Glu Thr Val Asn Ser Ala Phe Thr Gly Thr He Leu Phe 

290 295 300 

Ser Ser Glu Leu His Glu Asn Lys Ser Tyr He Pro Gin Asn Val Val 
305 310 315 320 

Leu His Ser Gly Ser Leu Val Leu Lys Pro Asn Thr Glu Leu His Val 

325 330 335 

He Ser Phe Glu Gin Lys Glu Gly Ser Ser Leu Val Met Thr Pro Gly 

340 345 350 

Ser Val Leu Ser Asn Gin Thr Val Ala Asp Gly Ala Leu Val He Asn 

355 360 365 

Asn Met Thr He Asp Leu Ser Ser Val Glu Lys Asn Gly He Ala Glu 

370 375 380 

Gly Asn He Phe Thr Pro Pro Glu Leu Arg He He Asp Thr Thr Thr 
385 390 395 400 

Ser Gly Ser Gly Gly Thr Pro Ser Thr Asp Ser Glu Ser Asn Gin Asn 

405 410 415 

Ser Asp Asp Thr Lys Glu Gin Asn Asn Asn Asp Ala Ser Asn Gin Gly 

420 425 430 

Glu Ser Ala Asn Gly Ser Ser Ser Pro Ala Val Ala Ala Ala His Thr 

435 440 445 

Ser Arg Thr Arg Asn Phe Ala Ala Ala Ala Thr Ala Thr Pro Thr Thr 

450 455 460 

Thr Pro Thr Ala Thr Thr Thr Thr Ser Asn Gin Val He Leu Gly Gly 
465 470 475 480 

Glu He Lys Leu He Asp Pro Asn Gly Thr Phe Phe Gin Asn Pro Ala 

485 490 495 

Leu Arg Ser Asp Gin Gin He Ser Leu Leu Val Leu Pro Thr Asp Ser 

500 505 510 

Ser Lys Met Gin Ala Gin Lys He Val Leu Thr Gly Asp He Ala Pro 

515 520 525 

Gin Lys Gly Tyr Thr Gly Thr Leu Thr Leu Asp Pro Asp Gin Leu Gin 

530 535 540 

Asn Gly Thr He Ser Ala Leu Trp Lys Phe Asp Ser Tyr Arg Gin Trp 
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555 



560 



rrn J> -> -J 

HI Tyr val Pro ». UP »» "is Phe Tyr M» — ~ He « oly 

s.r Gin Met ser nil v.l T*r v.! Ly. oln oly w» Wu Asn Asp W 

580 _ i . OT> val Ser Tyr Asn Asn Leu Trp lie 

Met Asn Leu Ala Arg Phe Asp Glu 7a 1 Se. .y ^ 

595 tt^i piv Tm-r Pro Thr Ser Glu 

ser Gly L.u Gly Thr Met Leu s.r Gin V.l oly Thr Pro 

Ola Pne Thr Tyr Tyr s.r Ar 0 oly Al» ser V.1 «. Leu Asp Al, Ly. 
Pro ,1, His ASP val "I V.l Gly .1, Al. Ph. «*- »| «* 

L y, Thr ,ys S.r "u ^ AT, Glu Asn Asn Tyr Thr His Lys Oly S.r 
G1 u Tyr ser Tyr Gin ,1* ser V.l Tyr oly Gly ,y« «o Ph. His Phe 
V.1 He fsn Lys Lys Thr Giu ,ys S.r L.u « Lja — Leu oln Gly 
V.1 U. ser Tyr Gly Tyr X. Lys His Asp Thr V.l Thr His Tyr Pro 

705 710 Trr) Glu Asp Leu Gly Trp Leu 

Thr lie Arg Glu Arg Asn Gin Gly Glu Trp Glu a p ^ 

, t a™ Val Ser Ser Val Leu Arg Thr Pro Ala Gin Gly Asp 
Thr Ala Leu Arg Val ser bei va ^ 75Q 

Thr Lys Arg lie Thr Val Tyr Gly Glu Leu Glu Tyr Ser Ser Xle Arg 
Gln Lys III P,e Thr Glu Thr Glu Tyr Asp Pro Arg xyr Phe Asp Asn 
C ys Thr Tyr Arg Asn Leu Ala Xle Pro Met Gly Leu Ala Phe Glu Gly 
III Leu ser Gly Asn Asp Xle Leu Met Tyr Asn Arg P*e Ser Val Ala 
^ Met Pro ser Tie Tyr Arg Asn Ser Pro Thr Cys Lys Tyr oln Val 
L eu ser Ser Gly Glu Gly Oly «« H- »• <* ^ Arg 

Asn ser Ala Arg Gly Glu Tyr Ser Thr Gin Leu Tyr Pro Gly Pro Leu 
TrP Thr Leu Tyr Gly Ser Tyr Thr Xle Glu Ala Asp Ala His Thr Leu 

III His Met Met Asn Cys Gly Ala Arg Met lie Phe 
885 890 



(2) INFORMATIONS POUR LA SEQ ID NO: 1071: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 914 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

( viii, POSITION DANS LE GENOME : complement (1030508 .. 1033249 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1071: 
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Met Lys Phe Leu 
1 

Val Thr Glu Ala 
20 

Asn Val Ser Lys 
35 

Met Leu Ala Asp 
50 

Tyr Asp Phe Ser 
65 

Ser Ser Glu Ala 

Gly Glu Asn Thr 
100 

Thr Asp Lys Lys 
115 

Ala Arg Glu Lys 
130 

Pro Ser lie Glu 
145 

Val lie Phe Asp 

Gly Glu Lys Glu 
180 

Val Asn lie Xaa 
195 

Val Ser Leu Glu 
210 

Glu Gin Gly Gly 
225 

Asp Cys Asn Asn 

Val Lys Gin Cys 
260 

Val Asp Ser Leu 
275 

Gin Thr Lys Ser 
290 

Thr Gin Val Ser 
305 

Leu Gly Lys Gly 

Gly lie Thr Gly 
340 

Gly Ala Gly Val 
355 

Ser Leu Gin Phe 
370 

Tyr Val Thr Gin 
385 

Thr Thr Pro Pro 

Lys Gly His Gly 
420 

Leu Lys Thr Val 
435 

Ala lie Phe Thr 
450 

Ser Ser Thr Pro 



Ser Ala Thr Ala 
5 

Ser Ser lie Gin 

Val Gly Tyr Ser 
40 

Asn Thr Glu Tyr 
55 

Thr Ser Ser Gly 
70 

Ser Pro Thr Thr 
85 

Glu Asn Ser Gin 

Thr Glu Glu Glu 
120 

Leu Thr lie Ser 
13 5 

Leu His Asp Asn 
150 

His Arg Val Ala 
165 

Val Val Phe Glu 

Xaa Glu Lys Gly 
200 

Asn Val Thr Glu 
215 

Gly Gly lie Tyr 
230 

Val His Phe Gin 
245 

Leu Asp Glu Glu 

Ser Glu Asp Thr 
280 

Asn Gly Asn Gin 
295 

Glu Ser Pro Glu 
310 

Gly Gly lie Tyr 
325 

Thr lie Asp Phe 

Phe Thr Lys Glu 
360 

Leu Lys Asn Ser 
375 

Thr Met Ser Val 
390 

Leu Val Gly Glu 
405 

Gly Gly lie Cys 

Thr Leu Thr Lys 
440 

Asp Leu Ala Ser 
455 

Ser Ser Ser Ser 



Val Phe Ala Ala 
10 

Asp Gin lie Lys 
25 

Thr Ser Gin Ala 

Arg Ala Ala Asp 
60 

Leu Pro Arg Lys 
75 

Glu Gly Val Ser 
90 

Asp Ser Ala Pro 
105 

Leu Asp Asn Gly 

Glu Ser Gin Asp 
140 

Ser Phe Phe Phe 
155 

Leu Lys Asn Gly 
170 

Asn lie Lys Ser 
185 

Gly Ser Val Tyr 

Ala Thr Phe Ser 
220 

Ser Glu Gin Asp 
235 

Gly Asn Ala Ala 
250 

Met lie Val Leu 
265 

Leu Asp Ser Thr 

Asp Gly Ser Ser 
300 

Ser Thr Pro Ser 
315 

Thr Glu Lys Ser 
330 

Val Ser Asn lie 
345 

Asn Leu Ser Cys 

Ala Gly Gin His 
380 

Thr Asn Thr Thr 
395 

Val lie Phe Ser 
410 

Thr Asn Lys Leu 
425 

Asn Ser Ala Lys 

lie Pro Thr Thr 
460 

Pro Ala Ser Thr 



Val Leu Ser Ser 
15 

Asn Thr Asp Cys 
30 

Phe Thr Asp Met 
45 

Ser Val Ser Phe 

His Leu Ser Ser 
80 

Ser Ser Ser Ser 
95 

Ser Ser Gly Glu 
110 

Gly lie lie Tyr 
125 

Ser Leu Ser Asn 

Gly Glu Gly Glu 
160 

Gly Ala lie Tyr 
175 

Leu Leu Val Glu 
190 

Ala Lys Glu Arg 
205 

Ser Asn Gly Gly 

Met Leu He Ser 
240 

Gly Ala Thr Ala 
255 

Leu Thr Glu Cys 
270 

Pro Glu Thr Glu 
285 

Glu Thr Lys Asp 

Pro Asp Asp Val 
320 

Leu Thr He Thr 
335 

Ala Thr Asp Ser 
350 

Thr Asn Thr Asn 
365 

Gly Gly Gly Ala 

Ser Glu Ser He 
400 

Glu Asn Thr Ala 
415 

Ser Leu Ser Asn 
430 

Glu Ser Gly Gly 
445 

Asp Thr Pro Glu 
Xaa Glu Val Val 
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at a ^'^ 
IS s.r AX. Lys He Asn Ar 9 Phe Phe Ala » Thr Ala «- £| »» 

Al . Pro S.r ,.U JS «U Ala Glu |«| -P «- »P 1- «" 

« S.r Asp Tnr Asn ser Asp n- «P VI ~ n. «« — « 

Asn va! Ma Xle - «» « ~ - - gK "» "* " e 

530 TV q Ten ser Arg He Asn Asn Leu Glu Leu Ser 

Tyr Gly Lys Lys Ala Lys Leu ser Arg xi« ^ 56Q 

545 550 „ _ , Glv Leu C ys Leu Thr Glu Ser 

Gly Asn Ser Ser Gin Asp Val Gly Gly Gly Leu cy ^ 

val Glu Phe Asp fla He Gly Ser Leu Leu Ser His Tyr Asn Ser Ala 
Ala L ys Glu G 8 ly Gly Val Xle His Ser Lys Thr Val Thr Leu Ser Asn 
Leu Lys Ser Thr Phe Thr Phe Ala Asp Asn Thr Val Lys Ala Xle Val 
olu fer Tnr Pro Glu Ala Pro Glu Glu He Pro Pro Val Glu Gly Glu 
HI ser Tnr Ala Tnr Glu Asn Pro Asn Ser Asn Tnr Glu Gly Ser Ser 

645 . r* p1ti rw asd Thr Ala Asp Thr Gly 

Ala A-n Thr Asn Leu Glu Gly ser Gin Gly Asp Thr 

rar oly val Val Asn Asn Glu ser Gin Asp Tnr ser Asp Tnr GXy Asn 
A1 . Glu lit Gly Glu Gin « Gin Asp ser Thr Gin ser Asn G!u Glu 
Asn Thr L .u Pro Asn s.r ser He Asp oln ser Asn Glu Asn Thr Asp 
III s.r S.r Asp ser HU Thr Glu Glu II. Thr Asp Glu Ser val Ser 

I 25 o-w, Qpr ser Thr Pro Gin Asp Gly Gly Ala Ala 
ser Ser Ser Lys Ser Gly Ser ser Tnr rro v ^ 

ser ser Gly Ala Pro ser Gly Asp Gin S.r ,1. Ser Ala Asn Al, cys 

L .u Ala III S.r Tyr Ala Ala s.r Thr Asp s.r ser Pro Va! ser Asn 

770 ,r i rm„- Ala ser Ser Asp Asn Pro Asp Ser Ser 

Ser Ser Gly Ser Asp Val Thr Ala Ser t>er asp 80Q 

III ser Gly Asp ser Ala oly Asp S.r Glu Gly Pro Thr Glu Pro Glu 
R1 a Gly ser * Tnr Glu Thr Pro Thr I..U Xle Gly Gly Gly Al. He 
Tyr Gly Glu Sr Val Lys lie Glu Asn Phe s.r Gly Oln oly XI. Phe 
s.r Gly S Lys Al. II. Asp Asn «r Thr Glu Gly s.r s.r ser Lys 

850 , w^t Tvrr Ala Lvs Thr Leu Phe Asn Leu 

Ser Asn Val Leu Gly Gly Ala Val Tyr Ala Lys in ggo 

1% ser Gly Thr Leu Asp Glu Leu Ser Pro Ser Pro Gly He Leu Ser 
Le u Leu Asn Leu III Gin Val Arg Leu Leu Glu Glu Leu Ser Thr Leu 

900 90b 



Leu Leu 
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(2) INFORMATIONS POUR LA SEQ ID NO: 1072: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 118 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1031733 1032086 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1072: 

Ser Asp Ser Ala Ser Val Arg Glu Gly Ala Ala Gly Ser Ala Val Glu 

15 10 15 

Ala Lys Asn Arg Phe lie Leu Ala Glu Ala Thr Thr Ser Xaa Val Leu 

20 25 30 

Ala Gly Glu Glu Glu Glu Gly Val Glu Asp Ser Gly Val Ser Val Val 

35 40 45 

Gly lie Asp Ala Arg Ser Val Lys lie Ala Pro Pro Asp Ser Phe Ala 

50 55 60 

Glu Phe Leu Val Arg Val Thr Val Phe Lys Leu Asp Lys Glu Ser Leu 
65 70 75 80 

Leu Val Gin lie Pro Pro Pro Cys Pro Leu Ala Val Phe Ser Glu Lys 

85 90 95 

lie Thr Ser Pro Thr Arg Gly Gly Val Val lie Leu Ser Leu Val Val 

100 105 110 

Leu Val Thr Asp Met Val 
115 



(2) INFORMATIONS POUR LA SEQ ID NO: 1073: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 1194 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 1033456 1037037 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1073: 



Leu 


He 


Thr 


His 


Gin 


Lys 


Asn 


Met 


Val 


Val 


Glu 


Pro 


Leu 


Leu 


Pro 


Lys 


1 








5 








10 










15 




Glu 


He 


Ser 


Gin 


Thr 


Tyr 


Thr 


Ser 


Asp 


Val 


Glu 


Thr 


He 


Pro 


Gly 


He 








20 










25 










30 






Thr 


Pro 


Val 


His 


Gly 


Glu 


Thr 


Val 


He 


Thr 


Gly 


Asn 


Lys 


Ser 


Thr 


Gly 






35 










40 










45 








Gly 


Asn 


Gly 


Gly 


Gly 


Val 


Cys 


Thr 


Lys 


Arg 


Leu 


Ala 


Leu 


Ser 


Asn 


Leu 


50 










55 










60 










Gin 


Ser 


He 


Ser 


He 


Ser 


Gly 


Asn 


Ser 


Ala 


Ala 


Glu Asn Gly 


Gly 


Gly 


65 










70 










75 










80 


Ala 


Tyr 


Thr 


Cys 


Pro 


Asp 


Ser 


Phe 


Pro 


Thr 


Ala 


Asp 


Thr 


Ala 


Glu 


Gin 








85 










90 










95 




Pro 


Ala 


Ala 


Ala 


Ser 


Ala 


Ala 


Thr 


Ser 


Thr 


Pro 


Glu 


Ser 


Asp 


Pro 


Val 
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105 110 



A la ser Thr fl. L.u s.r Thr Pro ser Ser s.r Thr Val s.r s.r L.u 
Thr L.u Leu Ala Ala s.r s.r Oln Al, s.r Pro ,1a Thr s.r Asn olu 
Lys Thr oln Asp Pro Ash "la Asp Thr Asp L.u Leu II. "P V.l 
IS Asp Thr Thr lie III Lys Asn Thr Ala Lys Lys Oly oly Oly He 
Tyr Ala Lys Lys S Lys «« S.r «g U. «p Oln Leu Asn ,1. s.r 
G1 u Asn s.r Ala Thr Olu II. Oly Oly oly lie Cys cys Lys Lys s.r 
L .u Lys Leu Asp Ala L.u val Ser L.u s.r val Thr olu Asn L.u Val 
sly III Olu Oly oly oly L.u His Ala Ly, Thr val A,„ II. s.r Asn 
S Lys ser Oly Ph. US »- -r Asn Ash Lys Ala Asn ser S.r s.r 
G ly val Ala Thr Al, ser Ala Pro Ala Ala Ala Ala Ala S.r 
M „ Oln Al, III Al. Ala Al. Ala Pro s.r s.r Pro Ala Thr Pro Thr 
wt ser HI val val Oly oly Ala II. Tyr oly olu ol„ Phe Thr P.. 
Ser oln cys s.r oly Thr cys oln Ph. S.r oly Asn 01» Al, II. Asp 
£ Asn Pro ser Oln s.r s.r Leu Asn v.l oln oly oly Al. lie W 
M. L ys Thr ser Leu s.r lie Ar g ser s.r Asp Al. Oly Thr s.r Tyr 
»e Ph. ser oty Asn S.r val ser Thr oly Lys Ser oln Thr Thr oly 
om H. Al. Oly Oly Ala II. TVr S.r Pro Thr V.l Thr Leu As„ Cys 
Pro a1, Thr Phe S.r A.„ Asn Thr Al, s.r Met Ala Thr Pro Lys Thr 
S.r s.r s.r ser Oly "si s.r He Lys Asp Thr He oly oly Ala II. 
,1. Sly Thr Al. ». Thr L.u ser oly V.l s.r Ar g Phe ser oly Ash 

420 lla ji a He Glv Thr Leu Ala Asn Ala Asn Thr 

Thr Ala Asp Leu Gly Ala Ala lie Giy inr ^ 

Pro Ar 9 S Thr S.r oly Ser Oln Ash ser lie Thr olu Lys II. Thr 
,.u Lys Asn S.r s.r Ph. He Phe olu Ar g Ash oln Ala As„ Lys Aro 
ill Al. lie Tyr Ser Pro s.r val S.r II. Lys Oly Asn Asn II. Thr 
Ph. A.n Oln Asn S s.r Thr His Asp Oly S.r A!a II. Tyr Ph. Thr 
Lys Asp Al. Ill II. Olu s.r Leu sly s.r va! L.u Phe Thr Oly Asn 
Lys val Thr Al. Thr oln Al. ser S.r Ala Thr s« oly oln Asn Thr 
As „ £r Ala Asn Tyr Oly S Ala II. Ph. oly Asp Pro oly Thr Thr 

G 4 1„ ser Pro oln Thr Asp Al. lie Leu Thr L.u L.u Ala S.r s.r Oly 

565 570 
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Asn lie Thr Phe Ser Asn Asn Ser Leu Gin Asn Asn Gin Gly Gly Thr 

580 585 590 

Pro Ala Ser Lys Phe Cys Ser lie Ala Gly Tyr Val Lys Leu Ser Leu 

595 600 605 

Gin Ala Thr Lys Gly Lys Thr lie Ser Phe Phe Asp Cys Val His Thr 

610 615 620 

Ser Thr Lys Lys Thr Gly Ser Thr Gin Asn Val Tyr Glu Thr Leu Asp 
625 630 635 640 

lie Asn Lys Lys Glu Asn Ser Lys Pro Tyr Thr Gly Thr lie Val Phe 

645 650 655 

Ser Ser Glu Leu His Glu Asn Lys Ser Tyr lie Pro Gin Asn Ala lie 

660 665 670 

Leu His Asn Gly Thr Leu Val Leu Lys Glu Lys Thr Glu Leu His Val 

675 680 685 

Val Ser Phe Glu Gin Lys Glu Gly Ser Lys Leu lie Met Glu Pro Gly 

690 695 700 

Ala Val Leu Ser Asn Gin Asn lie Ala Asn Gly Ala Leu Ala lie Asn 
705 710 715 720 

Gly Leu Thr lie Asp Leu Ser Ser Met Gly Thr Pro Gin Ala Gly Glu 

725 730 735 

lie Phe Ser Pro Pro Glu Leu Arg lie Val Ala Thr Thr Ser Ser Ala 

740 745 750 

Ser Gly Arg Ser Gly Val Ser Arg Ser lie Pro Thr Asn Pro Lys Gly 

755 760 765 

lie Ser Ala Ala Ala Pro Ser Gly Ser Ala Ala Thr Thr Pro Thr Met 

770 775 780 

Ser Glu Asn Lys Val Phe Leu Thr Gly Asp Leu Thr Leu lie Asp Pro 
785 790 795 800 

Asn Gly Asn Phe Tyr Gin Asn Pro Met Leu Gly Ser Asp Leu Asp Val 

805 810 815 

Pro Leu lie Lys Leu Pro Thr Asn Thr Ser Asp Val Gin Val Tyr Asp 

820 825 830 

Leu Thr Leu Ser Gly Asp Leu Phe Pro Gin Lys Gly Tyr Met Gly Thr 

835 840 845 

Trp Thr Leu Asn Ser Asn Pro Gin Thr Gly Lys Leu Gin Ala Arg Trp 

850 855 860 

Thr Phe Asp Thr Tyr Arg Arg Trp Val Tyr lie Pro Arg Asp Asn His 
865 870 875 880 

Phe Tyr Ala Asn Ser lie Leu Gly Ser Gin Asn Ser Met lie Val Val 

885 890 895 

Lys Gin Gly Leu lie Asn Asn Met Leu Asn Asn Ala Arg Phe Asp Asp 

900 905 910 

He Ala Tyr Asn Asn Phe Trp Val Ser Gly Val Gly Thr Phe Leu Ala 

915 920 925 

Gin Gin Gly Thr Pro Leu Ser Glu Glu Phe Ser Tyr Tyr Ser Arg Gly 

930 935 940 

Thr Ser Val Ala He Asp Ala Lys Pro Arg Gin Asp Phe He Leu Gly 
945 950 955 960 

Ala Ala Phe Ser Lys Met Val Gly Lys Thr Lys Ala He Lys Lys Met 

965 970 975 

His Asn Tyr Phe His Lys Gly Ser Glu Tyr Ser Tyr Gin Ala Ser Val 

980 985 990 

Tyr Gly Gly Lys Phe Leu Tyr Phe Leu Leu Asn Lys Gin His Gly Trp 

995 1000 1005 

Ala Leu Pro Phe Leu He Gin Gly Val Val Ser Tyr Gly His He Lys 

1010 1015 1020 

His Asp Thr Thr He Leu Tyr Pro Ser He His Glu Arg Asn Lys Gly 
1025 1030 1035 1040 

Asp Trp Glu Asp Leu Gly Trp Leu Ala Asp Leu Arg He Ser Met Asp 
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1045 1° 50 ""on 

L eu Lys oiu Pro Se^Lys A sp Ser Se^Lys Arg He Thr Val^r Oly 

O lu Leu Glu iyr°se r Ser He Arg^Gln Lys oin Phe H- "P 

IO 75 . , , „„_ a1a ivr Arg Asn Leu Ser Leu 

Tyr Asp Pro Arg His Phe Asp Asp Cys Ala Tyr a^ 

1090 »i v -i riu Glv Ala He Met Asn Cys Asn He Leu 

Pro Val Gly Cys Ala Val Glu Gly Aia xx 112Q 

M^Tyr Asn Lys Leu Ax^Leu Ala Tyr HjtFro Ser He Tyr Arg^Asn 

Asn Pro Val cys Ly^Tyr Arg Val Leaser Ser Asn Glu AlaOly oin 

Val He cys Gxy'val Pro Thr Arg Thr Ser Ala Arg Al^Glu Tyr Ser 

1155 ^ t«, Glv Pro Phe Trp Thr Leu Tyr Gly Asn Tyr Thr 
Thr Gin Leu Tyr Leu Gly Pro wie y 

1170 lx/b 
He Asp Val Gly Met Tyr Thr Tyr Arg Lys 
1185 1190 

(2 ) INFORMATIONS POUR LA SEQ ID NO : 1074: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 79 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION : lineaire 

(iii) HYPOTHETIQUE : oui 

(vi ii) POSITION DANS LE GENOME : 1035674 .. 1035910 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1074: 

Asp Pro Leu Val Ala Leu Gly Val Phe Ala Leu Ala Arg Val Pro He 

La Ala Pro Lys Ser Ala Val Phe Pro Glu Asn Arg Glu Thr Pro Asp 

Arg val Met fla Val Pro Ala Met Ala Pro Pro Met Val Ser Leu lie 

Oiu Phe Pro Glu Asp Glu Glu Val Phe Gly Val Ala He Glu Ala Val 

L eu Leu Glu Asn Val Ala Gly Gin Phe Asn Val Thr Val Gly Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 1075: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 111 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : 103 6175 103 6507 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1075: 



Val 


Gly 


Val 


Ala 


Gly 


Asp 


Asp 


Gly 


Ala 


Ala 


Ala 


Ala 


Ala 


Ala 


Cys 


Arg 


1 








5 










10 










15 




Glu 


Ala 


Ala 


Ala 
20 


Ala 


Ala 


Gly 


Ala 


Glu 
25 


Ala 


Val 


Val 


Ala 


Thr 
30 


Pro 


Val 


Asp 


Glu 


Glu 
35 


Phe 


Ala 


Leu 


Leu 


Phe 
40 


Glu 


Lys 


Glu 


Lys 


Pro 
45 


Asp 


Phe 


Arg 


Leu 


Glu 
50 


He 


Phe 


Thr 


Val 


Leu 
55 


Ala 


Cys 


Lys 


Pro 


Pro 
60 


Pro 


Ser 


Phe 


Pro 


Thr 


Arg 


Phe 


Ser 


Val 


Thr 


Asp 


Lys 


GlU 


Thr 


Arg 


Ala 


Ser 


Ser 


Phe 


Lys 


65 










70 










75 










80 


Asp 


Phe 


Leu 


Gin 


Gin 


He 


Pro 


Pro 


Pro 


He 


Ser 


Val 


Ala 


Glu 


Phe 


Ser 








85 










90 










95 




Glu 


He 


Phe 


Ser 
100 


Trp 


Ser 


Met 


Arg 


Asp 
105 


He 


Leu 


Ala 


Phe 


Leu 
110 


Ala 





(2) INFORMATIONS POUR LA SEQ ID NO : 1076: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 542 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 103 6967 1038592 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1076: 



Leu 


Asn 


Phe 


Ser 


Arg 


Val 


Gly 


Thr 


Ser 


Ser 


Ser 


Thr 


Thr 


Phe 


Thr 


Glu 


1 








5 










10 










15 




Thr 


Val 


Gly 


Glu 
20 


Ala 


Gly 


Ala 


Glu 


Tyr 
25 


He 


Val 


Ser 


Ser 


Asn 
30 


Ala 


Ser 


Phe 


Thr 


Lys 
35 


Phe. 


Thr 


Asn 


He 


Pro 
40 


Thr 


Thr 


Asn 


Thr 


Thr 
45 


Thr 


Pro 


Thr 


Asn 


Ser 
50 


Asn 


Ser 


Ser 


Ser 


Ser 
55 


Asn 


Arg 


Glu 


Thr 


Ala 
60 


Ser 


Val 


Ser 


Lys 


Asp 


Ser 


Asp 


Ser 


Thr 


Thr 


Thr 


Thr 


Pro 


Asp 


Pro 


Lys 


Gly 


Gly 


Gly 


Xaa 


65 










70 










75 










80 


Phe 


Tyr 


Asn 


Ala 


His 
85 


Ser 


Gly 


Val 


Leu 


Ser 
90 


Phe 


Met 


Thr 


Arg 


Ser 
95 


Gly 


Thr 


Glu 


Gly 


Ser 
100 


Leu 


Thr 


Leu 


Ser 


Glu 
105 


He 


Lys 


Met 


Thr 


Gly 
110 


Glu 


Gly 


Gly 


Ala 


He 
115 


Phe 


Ser 


Gin 


Gly 


Glu 
120 


Leu 


Leu 


Phe 


Thr 


Asp 
125 


Leu 


Thr 


Gly 


Leu 


Thr 


He 


Gin 


Asn 


Asn 


Leu 


Ser 


Gin 


Leu 


Ser 


Gly 


Gly Ala 


He 


Phe 




130 










135 










140 










Gly 


Gly 


Ser 


Thr 


He 


Ser 


Leu 


Ser 


Gly 


He 


Thr 


Lys 


Ala 


Thr 


Phe 


Ser 


145 










150 










155 










160 


Ser 


Asn 


Ser 


Ala 


Glu 
165 


Val 


Pro 


Ala 


Pro 


Val 
170 


Lys 


Lys 


Pro 


Thr 


Lys 
175 


Pro 


Glu 


Ala 


Gin 


Thr 
180 


Ala 


Gly 


Glu 


Thr 


Ser 
185 


Gly 


Ser 


Ser 


Ser 


Ser 
190 


Ser 


Gly 


Asn 


Asp 


Ser 
195 


Ala 


Ser 


Ser 


Ser 


Ser 
200 


Ser 


Ser 


Lys 


Ala 


Glu 
205 


Pro 


Ala 


Ala 
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Ala Asn Leu Gin Ser His Phe He Cys Ala Thr Ala Thr Pro Ala Ala 
Oln Thr Asp Thr Glu Thr Ser Thr Pro Ser His Lys Pro Gly Ser Gly 
Gly Ala lie Tyr Ala Lys Gly Asp Leu Thr He Ala Asp Ser Gin Lys 
val Leu Phe Ser He Asn Lys Ala Thr Lys Asp Gly Gly Ala He Phe 
Ala Glu Lys Asp Val Ser Phe olu Asn He Thr Ser Leu Lys Val Gin 
Thr Asn III Ala Glu Glu Lys Gly Gly Ala He Tyr Ala Lys Gly Asp 
L eu III He Gin Ser Ser Lys Gin Ser Leu Phe Asn Ser Asn Tyr Ser 
III Gin Gly oly Gly Al, Leu W val Glu Gly Asn n. Asn Ph. am 

R .p L.u Glu Oln l" «. >!• ««. «| «■ «" P1 " ^ 

Thr Lys W J" Thr Leu Pro ser Lys Ma Gin Al. « Al. oly Asn 
Ala Asp Ala Trp Al. s.r ser ser Pro Gin s.r Ser ser Gly AX. Thr 
Ifcr III s.r Asp s« Gly Asp ser ser ser Gly ser Asn ser Asp Thr 
III Lys Thr val Pro v" Thr Ala Lys |j» Gly Gly Leu Tyr Thr Asp 
Ly. AS„ L.u ser fie Thr Asn IX. Thr Gly II. IX. Glu JX. Ala He 
*s„ Lys Al, Thr Asp val Gly OXy OXy AXa Tyr VaX Lys aly Thr L.u 
BI cys ill AS» ser Hi. Ar f Leu oln Ph. Leu Lys A.n ser s.r Asp 
Ly. Gin Oly aly oly IX. Tyr oly olu Asp Asn II. Thr L.u s.r A.„ 
L.u Thr aly Lys Thr L.u Ph. Oln olu Asn Thr Ala Ly. Lys olu Oly 
aly Oly L.u Phe \ll Lys oly Thr Asp Lys Ala L.u Thr Met Thr oly 
Leu Asp ser Phe cy. Leu II. A.n Asn Thr ser olu Lys His oly oly 
Oly Al. Ill Val Thr oln Arg A.n Leu s.r Asp L.u His L.u 
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REVEND I CAT I ON S 

1. Sequence nucleotidique de sequence SEQ ID N° 1 du 
genome de Chlamydia, trachomatis LGV2 . 

5 

2. Sequence nucleotidique de Chlamydia trachomatis, 
caracterisee en ce qu'elle est choisie parmi : 

a) une sequence nucleotidique comportant au mo ins 99,9 % 
d'identite avec la sequence SEQ ID N° 1 ; 
10 b) une sequence nucleotidique homologue a la sequence SEQ 
ID N° 1 ; 

c) une sequence nucleotidique complementaire de la sequence 
SEQ ID N° 1 ou complementaire d'une sequence nucleotidique 
telle que definie en a) , ou b) , et une sequence 

15 nucleotidique de leur ARN correspondant ; 

d) une sequence nucleotidique de fragment representatif de 
la sequence SEQ ID N° 1, ou de fragment representatif de 
sequence nucleotidique telle que def inie en a) , b) ou c) ; 

e) une sequence nucleotidique comprenant une sequence telle 
20 que def inie en a) , b) , c) ou d) ; 

f) une sequence nucleotidique susceptible d'etre obtenue a 
partir d'une sequence nucleotidique telle que def inie en 
a) , b) , c) , d) ou e) ; et 

g) une sequence nucleotidique modifiee d'une sequence 
25 nucleotidique telle que definie en a), b) , c) , d) , e) ou 

f ) . 

3. Sequence nucleotidique selon la revendication 2, 
caracterisee en ce qu'elle est choisie parmi les sequences 

30 ORF2 a ORF107 6. 

4. Sequence nucleotidique caracterisee en ce qu'elle 
comprend une sequence nucleotidique choisie parmi : 

a) une sequence nucleotidique selon la revendication 3 ; 
35 b) une sequence nucleotidique homologue comportant au moins 
80 % d'identite avec une sequence nucleotidique selon la 
revendication 3 ou telle que definie en a) ; 
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c) une sequence nucleotidique complementaire ou d' ARN 
correspondant a une sequence selon la revendication 3 ou 
telle que definie en a) ou b) ; 

d) une sequence nucleotidique de fragment representat.f 
d'une sequence selon la revendication 3 ou d'une sequence 
telle que definie en a) , b) ou c) ; 

e) une sequence nucleotidique susceptible d'etre obtenue a 
partir d'une sequence selon la revendication 3 ou telle que 
definie en a) , b) , c) ou d) ; et 

f) une sequence nucleotidique modifiee d'une sequence selon 
la revendication 3 ou telle que definie en a) , b) , c) . d) 

ou e) . 

5. Polypeptide code par une sequence nucleotidique selon 
l'une des revendications 2 a 4. 

6 Polypeptide selon la revendication 5, caracterise en ce 
o^il est code par un fragment representatif correspondant 
a une sequence ORF d'une sequence nucleotidique selon 1 une 
des revendications 1 a 4. 

7 Polypeptide de Chlamydia trachomatis, caracterise en ce 

choi-i P-ai 1« se^ences SEQ ID N°2 a SEQ !D 

N°1076 . 

i.' • _ a rt* cru'il comprend un 

Polypeptide caracterise en ce qu 



polypeptide choisi parmi - ^ 

a) un polypeptide selon l'une des revendicatxons 5 a 7 ; 

b) un polypeptide nomologue a un polypeptide selon 1 une 
des revendications 5 a 7, ou tel que defini en a) ; 

c,un fragment d'au moins 5 acides amines d'un PO^^ 
selon l'une des revendications 5 a 7, ou tel que define en 

a) un fragment biologiquement actif d'un polypeptide selon 
l'une des revendications 5 a 7, ou tel que defxnx en a), 

b) ou c) ; et 
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b) un polypeptide modifie d'un polypeptide selon 1'une des 
revendications 5 a 7 ou tel que defini en a) , b) , c) ou d) . 

9. Sequence nucleotidique codant pour un polypeptide 
5 selon la revendication 8. 

10. Sequence nucleotidique selon l'une des revendications 
2 a 4, et 9, caracterisee en ce qu'elle code pour un 
polypeptide d'enveloppe cellulaire de Chlamydia trachomatis 

10 ou un de ses fragments. 

11. Sequence nucleotidique selon la revendication 10, 
caracterisee en ce qu'elle code pour un polypeptide 
d'enveloppe cellulaire externe de Chlamydia trachomatis ou 

15 un de ses fragments. 

12. Sequence nucleotidique selon l'une des revendications 
10 et 11, caracterisee en ce qu'elle est choisie parmi les 
sequences suivantes : 

20 ORF3; ORF19; ORF51; ORF189; ORF212; ORF213; ORF324; ORF477; 

ORF478; ORF479; ORF481; ORF482; ORF483; ORF484; ORF486; 

ORF488; ORF489; ORF490; ORF572; ORF573; ORF742; ORF817; 

ORF818; ORF82 0; ORF1035; ORF103 6; ORF1037; ORF103 8; 

ORF107 0; ORF1071; ORF1073 et un de leurs fragments 
25 representatif s . 

13. Sequence nucleotidique selon l'une des revendications 2 
a 4, et 9, caracterisee en ce qu'elle code pour un 
polypeptide transmembranaire de Chlamydia trachomatis ou un 

30 de ses fragments, presentant entre 1 et 3 domaines 
transmembranaires, et en ce qu'elle comprend une sequence 
nucleotidique choisie parmi les sequences suivantes : 
ORF2; ORF3; 0RF5 ; ORF8; 0RF9; ORF10; ORF11; ORF12 ; ORF17 ; 





ORF21; 


ORF26; 


ORF27; 


ORF28; 


ORF29; 


ORF30; 


ORF3 1 ; 


ORF33 


35 


ORF3 5; 


ORF37; 


ORF39; 


ORF40; 


ORF41; 


ORF42; 


ORF43; 


ORF44 




ORF45; 


ORF46; 


ORF47; 


ORF48; 


ORF49; 


ORF52; 


ORF53; 


ORF55 




ORF56; 


ORF58; 


ORF65; 


ORF66; 


ORF68; 


ORF70; 


ORF74; 


ORF7 5 
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ORF76; ORF78; ORF79; 0RF81; ORF82; ORF83; ORF86; 

ORF94; ORF97; ORF100; ORF102; ORF103; 
ORF107; ORF109; ORFllO; ORFlll; 



ORF92; 
ORF106; 
ORF114; 
ORF13 0; 
ORF144; 
ORF155; 
ORF167 ; 
ORF17 6; 
ORF188; 
ORF197 ; 
ORF207 ; 
ORF221; 
ORF231; 
ORF245; 
ORF2 60; 
ORF271; 
ORF282 ; 
ORF2 91; 
ORF313 ; 
ORF32 5; 
ORF33 3; 
ORF341; 
ORF352; 
ORF366; 
ORF377; 
ORF3 85; 
ORF3 98; 
ORF414 ; 
ORF427; 
ORF437 ; 
ORF454; 
ORF466; 
ORF47 5; 
ORF484; 
ORF496; 
ORF508; 



ORF115; 
ORF134; 
ORF145; 
ORF15 6; 
ORF168; 
ORF177; 
ORF190; 
ORF198; 
ORF209; 
ORF222; 
ORF232; 
ORF247; 
ORF261; 
ORF272; 
ORF283; 
ORF294; 
ORF315; 
ORF326; 
ORF33 4; 
ORF344; 
ORF353; 
ORF3 67; 
ORF37 8; 
ORF3 87; 
ORF3 99; 
ORF417; 
ORF428; 
ORF440; 
ORF455; 
ORF467; 
ORF47 6; 
ORF485; 
ORF497; 
ORF512; 



ORF116; 
ORF13 5; 
ORF147; 
ORF162; 
ORF169; 
ORF181; 
ORF191; 
ORF199; 
ORF212; 
ORF223; 
ORF23 4; 
ORF248; 
ORF2 63 ; 
ORF274; 
ORF284; 
ORF298; 
ORF316; 
ORF327; 
ORF335; 
ORF3 45; 
ORF3 56; 
ORF3 68; 
ORF379; 
ORF3 89; 
ORF403; 
ORF418; 
ORF43 0; 
ORF443; 
ORF457; 
ORF468; 
ORF477; 
ORF486; 
ORF498; 
ORF513 ; 



ORF117 ; 
ORF137; 
ORF148; 
ORF163; 
ORF17 0; 
ORF183 ; 
ORF192; 
ORF201; 
ORF213; 
ORF224; 
ORF23 6; 
ORF249; 
ORF2 65; 
ORF27 6; 
ORF285; 
ORF3 05; 
ORF319 ; 
ORF328; 
ORF33 6; 
ORF348; 
ORF357; 
ORF370; 
ORF380; 
ORF3 90; 
ORF404; 
ORF420; 
ORF433; 
ORF446; 
ORF458; 
ORF469; 
ORF479; 
ORF487; 
ORF500; 
ORF514; 



ORF120; 
ORF140; 
ORF149; 
ORF164; 
ORF171; 
ORF184; 
ORF194; 
ORF202; 
ORF217 ; 
ORF225; 
ORF237; 
ORF252 ; 
ORF266; 
ORF277; 
ORF287; 
ORF3 06; 
ORF32 0; 
ORF330; 
ORF33 8; 
ORF349; 
ORF358; 
ORF372; 
ORF3 82; 
ORF3 91; 
ORF406; 
ORF421; 
ORF43 4; 
ORF448; 
ORF459; 
ORF470; 
ORF480; 
ORF488; 
ORF501; 
ORF519; 



ORF112; 
ORF122; 
ORF141; 
ORF150; 
ORF165; 
ORF173; 
ORF186; 
ORF195; 
ORF204; 
ORF219; 
ORF227; 
ORF243; 
ORF2 54; 
ORF2 67; 
ORF27 8; 
ORF2 89; 
ORF310; 
ORF322; 
ORF331; 
ORF33 9; 
ORF3 50; 
ORF3 61; 
ORF373 ; 
ORF3 83 ; 
ORF3 93 ; 
ORF407; 
ORF424; 
ORF43 5; 
ORF450; 
ORF463 ; 
ORF473; 
ORF481; 
ORF491; 
ORF503 ; 
ORF521; 



ORF91; 
ORF105; 
ORF113 ; 
ORF123 ; 
ORF143 ; 
ORF151; 
ORF166; 
ORF17 5; 
ORF187 ; 
ORF196; 
ORF206; 
ORF220; 
ORF22 8; 
ORF244; 
ORF257; 
ORF27 0; 
ORF27 9; 
ORF290; 
ORF311; 
ORF323; 
ORF332; 
ORF340; 
ORF3 51; 
ORF3 62; 
ORF37 5; 
ORF384; 
ORF3 96; 
ORF413 ; 
ORF426; 
ORF436; 
ORF451; 
ORF464; 
ORF474; 
ORF483; 
ORF493; 
ORF504; 
ORF523 ; 
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ORF524; 


ORF526; 


ORF527; 


ORF52 9; 


ORF53 0; 


ORF531; 


ORF532 ; 




ORF534; 


ORF53 6; 


ORF537; 


ORF53 8; 


ORF540; 


ORF541; 


ORF542 ; 




ORF543 ; 


ORF544; 


ORF545; 


ORF546; 


ORF547 ; 


ORF551; 


ORF552 ; 




ORF553 ; 


ORF555; 


ORF558; 


ORF559; 


ORF560; 


ORF561 ; 


ORF562 ; 


5 


ORF566; 


ORF567; 


ORF568; 


ORF569; 


ORF571; 


ORF572 ; 


ORF574 ; 




ORF57 5; 


ORF576; 


ORF580; 


ORF582; 


ORF585; 


ORF587 ; 


ORF589; 




ORF592; 


ORF593; 


ORF595; 


ORF596; 


ORF597 ; 


ORF599 ; 


ORF601 ; 




ORF602; 


ORF603 ; 


ORF604; 


ORF608; 


ORF609; 


ORF610 ; 


ORF611; 




ORF615; 


ORF616; 


ORF617; 


ORF618; 


ORF621; 


ORF622 ; 


ORF623 ; 


10 


ORF624; 


ORF625; 


ORF628; 


ORF632; 


ORF633 ; 


ORF634 ; 


ORF63 5 ; 




ORF637; 


ORF63 8; 


ORF640; 


ORF641; 


ORF643 ; 


ORF646 ; 


ORF648 ; 




ORF649; 


ORF651; 


ORF652 ; 


ORF653 ; 


ORF654 ; 


ORF655 ; 


ORF658 ; 




ORF664; 


ORF6 65; 


ORF666; 


ORF66 8; 


ORF669 ; 


ORF670 ; 


ORF671; 




ORF672; 


ORF673 ; 


ORF674; 


ORF67 6; 


ORF677 ; 


ORF67 8; 


ORF680 ; 


15 


ORF682; 


ORF683 ; 


ORF684; 


ORF68 6; 


ORF688 ; 


ORF689 ; 


ORF690 ; 




ORF691; 


ORF692; 


ORF693 ; 


ORF69 5; 


ORF696; 


ORF698; 


ORF7 01; 




ORF7 03 ; 


ORF7 04; 


ORF705; 


ORF7 06; 


ORF707 ; 


ORF7 09 ; 


ORF710 ; 




ORF711; 


ORF712; 


ORF713 ; 


ORF714; 


ORF715 ; 


ORF717 ; 


ORF718; 




ORF720; 


ORF721; 


ORF722; 


ORF724; 


ORF726; 


ORF728; 


ORF729; 


20 


ORF730; 


ORF731; 


ORF732; 


ORF73 3 ; 


ORF734; 


ORF737; 


ORF73 8; 




ORF73 9; 


ORF740; 


ORF742; 


ORF743 ; 


ORF744; 


ORF745; 


ORF746; 




ORF7 48; 


ORF7 50; 


ORF751; 


ORF7 52; 


ORF753 ; 


ORF754; 


ORF7 55; 




ORF7 57 ; 


ORF7 58; 


ORF759; 


ORF7 60; 


ORF7 64; 


ORF766; 


ORF7 68; 




ORF7 69; 


ORF771; 


ORF772; 


ORF773 ; 


ORF774; 


ORF775; 


ORF77 6; 


25 


ORF777; 


ORF77 8; 


ORF77 9; 


ORF7 80; 


ORF7 81; 


ORF7 82 ; 


ORF7 83 ; 




ORF7 86; 


ORF787; 


ORF788; 


ORF789; 


ORF790; 


ORF7 93 ; 


ORF7 98; 




ORF800; 


ORF802; 


ORF803; 


ORF806; 


ORF808; 


ORF809 ; 


ORF810; 




ORF811; 


ORF813 ; 


ORF814; 


ORF817; 


ORF820; 


ORF822; 


ORF824; 




ORF825; 


ORF827; 


ORF828; 


ORF829; 


ORF83 0; 


ORF833 ; 


ORF834; 


30 


ORF835; 


ORF83 7; 


ORF83 8; 


ORF83 9; 


ORF840; 


ORF841; 


ORF842; 




ORF843 ; 


ORF845; 


ORF848; 


ORF849; 


ORF850; 


ORF851; 


ORF852; 




ORF854; 


ORF855; 


ORF856; 


ORF857; 


ORF859; 


ORF860; 


ORF862; 




ORF863 ; 


ORF864; 


ORF866; 


ORF869; 


ORF872; 


ORF873; 


ORF874; 




ORF878; 


ORF87 9; 


ORF880; 


ORF881; 


ORF883 ; 


ORF884; 


ORF885; 


35 


ORF886; 


ORF887; 


ORF892; 


ORF893 ; 


ORF894; 


ORF895; 


ORF897; 




ORF899; 


ORF900; 


ORF901; 


ORF904; 


ORF906; 


ORF909; 


ORF910; 




ORF912; 


ORF914; 


ORF917; 


ORF920; 


ORF921; 


ORF922; 


ORF923 ; 
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ORF924; 

ORF93 5; 

ORF944; 

ORFS54; 

ORF962; 

ORF971; 

ORF984; 

ORF999 ; 

ORF1007 

ORF1014 

ORF102 5 

ORF103 5 

ORF1044 

ORF1052 

ORF1061 

ORF1068 



ORF925; 
ORF93 6; 
ORF945; 
ORF9 55; 
ORF963 ; 
ORF973; 
ORF988; 
ORF1001; 
ORF1009; 
ORF1016; 
ORF102 6; 
ORF103 6; 
ORF1045; 
ORF1053; 
ORF1062; 



ORF92 6; 
ORF937; 
ORF947; 
ORF956; 
ORF964; 
ORF974; 
ORF989; 

ORF1003; 
ORF1010; 
ORF1017; 
ORF1027; 
ORF1037; 
ORF1047; 
ORF1055; 
ORF1063; 



ORF927; 
ORF940; 
ORF948; 
ORF957 ; 
ORF966; 
ORF979; 
ORF99 0; 



ORF93 0; 
ORF941; 
ORF951; 
ORF958; 

ORF967 ; 

ORF980; 

ORF991; 



ORF1004; 
ORF1011 
ORF1018 
ORF1029 
ORF1038 
ORF1048 
ORF1056 
ORF1064 



ORF933; 
ORF942; 
ORF9 52; 
ORF960; 
ORF969; 
ORF981; 
ORF995; 
ORF1005; 
ORF1012; 
ORF1020; 
ORF1030; 
ORF1039; 
ORF1050; 
ORF1057; 
ORF1065; 



ORF1069; ORF1072; ORF1074; ORF1076 et un 



ORF934; 
ORF943 
ORF953 
ORF961; 
ORF970j 
ORF982; 
ORF996; 
ORF1006; 
ORF1013 
ORFl021j 
ORF1031; 
ORF1040, 
ORF1051; 
ORF1058; 
ORF1066; 
de leurs 



fragments representatif s . 



14 Seczuence nucleotidique selon 1'une des revendicatxons 
4 \ et 9, caracterisee en ce qu'elle code pour un 
polypeptide transmembranaire de Chlamydia trachomatis ou un 
L S es fragments, prissntant entre 4 et 6 domaxnes 
transxnembranaires et en ce qu'elle comprend une sequence 
nucleotidique choisie parmi les sequences suivantes - 
ORF7; 0RF14; 0RF16; ORF32; ORF34; ORF36; ORF38; 
ORF57; ORF59; 0RF61; ORF62 ; ORF63 ; ORF64; ORF67; 

ORF77; ORF80; ORF84; ORF87 ; ORF93 ; ORF95; 
ORF119; ORF125; ORF126; ORF129; 0RF131; 

ORF154; 
ORF200; 
ORF256; 
ORF288; 
ORF308; 
ORF355; 
ORF394; 
ORF422; 
ORF449; 



ORF72; 
ORF108; 
ORF13 9; 
ORF17 9; 
ORF242; 
ORF27 5; 
ORF297; 

ORF3 24; 

ORF386; 

ORF411; 

ORF441; 



ORF146; 
ORF182; 
ORF2 50; 
ORF281; 

ORF299; 

ORF342; 

ORF388; 

ORF415; 

ORF442; 



ORF152; 

ORF185; 

ORF253; 

ORF286; 

ORF300; 

ORF343 ; 

ORF392; 

ORF416; 

ORF444; 



ORF160; 
ORF203; 
ORF259; 
ORF292; 

ORF314; 

ORF3 60; 

ORF395; 

ORF423; 

ORF452; 



0RF161; 

ORF205; 

ORF262; 

ORF295; 

ORF317; 

ORF374; 

ORF402; 

ORF429; 

ORF456; 



ORF50 
ORF69 
ORF99 
ORF13 6 
ORF172 
ORF239 
ORF268 
ORF296 
ORF318 
ORF37 6 
ORF405 
ORF432 
ORF460 
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ORF461; 


ORF465; 


ORF471; 


ORF472 ; 


ORF4 82 


/~\T^ T~l /I O O . 


ORr 4 y Z 


ORF494; 


ORF49 5 ; 


ORF502 ; 


ORF505 ; 


ORF bUo 


/"\t> "c c r\ Q . 

? ORFbliy ; 


OKr jib 


ORF517; 


ORF52 0; 


ORF525 ; 


ORF533 ; 


ORF 53 9 


? ORr D4y ; 


ORr DD4 


ORF5 57; 


ORF563 ; 


ORF570 ; 


ORF573 ; 


ORFbol 


; ORr D y U ; 


OKr D y J_ 


ORF600; 


ORF607 ; 


ORF612 ; 


ORF613 , 


ORrozU 


; ORr bz o ; 


LJKr DZI? 


ORF63 0; 


ORF63 9; 


ORF644 ; 


ORF647 , 


ORFooo 


; ORr boy, 


UKr DDI 


ORF685; 


ORF687 ; 


ORF699 ; 


ORF700 j 


? ORF7 08 


; ORF/lo; 


ORr / ±y 


ORF725; 


ORF747 ; 


ORF749 ; 


ORF7 56 


; ORF7 65 


; ORF / b / ; 


ORr / y 4fc 


ORF79 6; 


ORF7 97; 


ORF799; 


ORF801 


? ORF807 


; ORF821; 


AD Ti O O 

ORF823 


ORF82 6; 


ORF847; 


ORF853 ; 


ORF861 


? ORF87 0 


; ORF871; 


ORF87 5 


ORF882; 


ORF888; 


ORF889; 


ORF898 


; ORF902 


; ORF903; 


ORF911 


ORF916; 


ORF931; 


ORF93 9; 


ORF975 


; ORF97 6 


; ORF97 8; 


ORF983 


ORF986; 


ORF987; 


ORF992; 


ORF993; 


ORF1000; 


ORF1002; 


ORF1008 


ORF1019; 


ORF1022 ; ORF1032 ; ORF1034 ; 


ORF1046; 


ORF1054 



ORF1060; ORF1071 et un de leurs fragments representatifs. 



15. Sequence nucleotidique selon l'une des revendications 2 
a 4, et 9, caracterisee en ce qu'elle code pour un 
polypeptide transmembranaire de Chlamydia trachomatis ou un 
de ses fragments, presentant au moins 7 domaines 
transmembranaires et en ce qu'elle comprend une sequence 
nucleotidique choisie parmi les sequences suivantes 
ORF 4; ORF 6; ORF 13 ; ORF20; ORF51; 0RF71; 

ORF133; ORF158; ORF159 
0RF211; ORF214; ORF215 
ORF2 4 0 ; ORF2 4 6 ; 0RF2 5 1 
ORF3 69; ORF371; ORF3 97 
ORF439; ORF453 ; ORF462 
ORF535; ORF548; ORF550 
ORF614; ORF631; ORF63 6 
ORF681; ORF702; ORF727 
ORF815; ORF816; ORF832 
ORF868; ORF877; ORF891 
ORF919; ORF932; ORF959 



ORF128 
ORF189 
ORF233 
ORF3 54 
ORF412 
0RF511 
ORF578 
ORF667 
ORF7 91 
ORF865 
ORF908 
ORF998 



ORF 13 2 
ORF210 
ORF23 5 
ORF3 64 
ORF419 
ORF518 
ORF579 
ORF679 
ORF7 92 
ORF867 
ORF918 
ORF1024; 



ORF1028; ORF1042; 



ORF88 
ORF174 
ORF226 
ORF255 
ORF401 
ORF490 
ORF564 
ORF650 
ORF741 
ORF846 
ORF896 
ORF977 
ORF1067; 



ORF118 
ORF180 
ORF229 
ORF273 
ORF409 
ORF510 
ORF565 
ORF 6 62 
ORF763 
ORF858 
ORF907 
ORF994 
ORF107 0 



ORF1073 et un de leurs fragments representatifs. 
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16 S^ence nucleotide selon 1'une des revendicatxons 2 
x \ et 9. caracterisee en ce quelle code pour un 
polypeptide de Chlamydia trachomatis ou un de ses fragments 
LpHque dans le m etabolis„,e intermediate, nota^ent dans 
le metabolisme des sucres et/ou des cofacteurs et en ce 
gu.elle contend une sequence nuoleotidigue cho 1S ie parmr 
les sequences suivantes : 

ORF10; ORF44; ORF45; ORF46; ORF47 ; ORF93 



ORF103 ; 
ORF140; 
0RF161; 
ORF199; 
ORF245; 

ORF3 60; 

ORF415; 

ORF495; 

ORF613 ; 

ORF672; 

ORF725; 

ORF861; 



ORF106; 
ORF143 ; 
ORF192; 
ORF227 ; 

ORF2 64; 

ORF3 74; 

ORF416; 

ORF513 ; 

ORF645; 

ORF67 3; 

ORF801; 
ORF862; 



ORF107 

ORF144 

ORF193 

ORF22 9 

ORF2 65 

ORF404 

ORF417 

ORF515 

ORF646 

ORF674 

ORF802 

ORF863 



ORF120; 
ORF145; 
ORF196; 
ORF23 6; 
ORF297 ; 

ORF405; 

ORF432; 

ORF5 66; 

ORF647 ; 

ORF682; 

ORF83 5; 

ORF869 ; 



0RF121; 
ORF158; 
ORF196; 
ORF23 6; 
ORF331; 
ORF405; 
ORF460; 
ORF566; 
ORF652; 
ORF684; 
ORF83 6; 
ORF869; 



ORF101 
ORF130 
ORF159 
ORF197 
ORF23 9 
ORF3 3 3 
ORF410 
ORF4 61 
ORF566 
ORF653 
ORF692 
ORF837 
ORF925 



ORF102 
ORF13 5 
ORF160 
ORF198 
ORF243 
ORF3 5 9 
ORF415 
ORF462 
ORF589 
ORF654 
ORF700 
ORF860 
ORF964 



Uis.ro-JJ-f ^- ' , 

ORF983 et un de leurs fragments representatxf s 



17 Sequence nucleotide selon 1'une des revendicatxons 
k \ et 9, caracterisee en ce qu'elle code pour un 
polypeptide de Chlamydia trachomatis ou un de ses fragments 
IrJIque dans le metabolisme des nucleotides, et en ce 
c^elle comprend une sequence nucleotidique cnois.e parmx 
les sequences suivantes : 

ORF142; ORF142; ORF169; ORF256; ORF268; 
ORF366; ORF435; ORF444; ORF528; ORF529; 
ORF549; ORF601; ORF602; ORF617 ; ORF619; 
ORF971; ORF972; ORF1023 et un de 
representatif s . 

18 Sequence nucleotidique selon 1'une des revendications 2 
a \ et 9, caracterisee en ce qu'elle code pour un 
polypeptide de Chlamydia trachomatis ou un de ses fragments 



ORF325; ORF352; 
ORF53 0; ORF548; 
ORF644; ORF745; 
leurs fragments 
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10 



15 



20 



25 



30 



35 



implique dans le metabolisme des acides nucleiques, et en 
ce qu'elle comprend une sequence nucleotidique choisie 
parmi les sequences suivantes : 



ORF5 ; 


ORF12; ORF82; ORF96; ORF97; ORF98; 


ORF99; 


ORF100 


ORF105 


; ORF118; 


ORF13 6, 


; ORF137 


; ORF163; 


ORF190; 


ORF204 


ORF2 59 


; ORF260; 


ORF262 , 


; ORF290 


; ORF3 00; 


ORF3 01; 


ORF3 02 


ORF3 87 


; ORF427; 


ORF434, 


; ORF441 


; 0RF444; 


ORF471; 


ORF595 


ORF596 


; ORF597; 


ORF599, 


; ORF600 


; ORF605; 


ORF612; 


ORF624 


ORF625 


; ORF650; 


ORF657 


? ORF658 


; ORF702; 


ORF7 03 ; 


ORF7 04 


ORF7 08 


; ORF719; 


ORF7 66 


; ORF767 


; ORF77 5; 


ORF779; 


ORF7 87 


ORF7 88 


; ORF794; 


ORF841 


; ORF842 


; ORF883; 


ORF8 84; 


ORF907 


ORF918 


; ORF924; 


ORF92 8 


? ORF929 


; ORF962; 


ORF9 62; 


ORF963 


ORF969 


; ORF97 0; 


ORF97 5; 


ORF979; 


ORF995; ORF1031; ORF1032 e 



un de leurs fragments representatif s . 

19. Sequence nucleotidique selon l'une des revendications 2 
a 5, et 9, caracterisee en ce qu'elle code pour un 
polypeptide de Chlamydia, trachomatis ou un de ses fragments 
implique dans le metabolisme des acides amines, et en ce 
qu'elle comprend une sequence nucleotidique choisie parmi 
les sequences suivantes : 

ORF27; ORF41; ORF55; ORF56; ORF57; ORF59; ORF62 ; ORF63 
ORF64; ORF65; ORF119; ORF132; ORF240; ORF241; ORF277 
ORF278; ORF279; ORF382; ORF406; ORF428; ORF442; ORF446 
ORF447; ORF453; ORF454; ORF541; ORF542; ORF591; ORF608 
ORF609; ORF610; ORF618; ORF648; ORF649; ORF660; ORF661 
ORF677; ORF717; ORF765; ORF797; ORF871; ORF875; ORF920 
ORF922; ORF937; ORF998; ORF1020; ORF1021; ORF1034; ORF1044 
ORF1046; ORF1049 et un de leurs fragments representatif s . 



20. Sequence nucleotidique selon l'une des revendications 2 
a 4, et 9, caracterisee en ce qu'elle code pour un 
polypeptide de Chlamydia trachomatis ou un de ses fragments 
implique dans le metabolisme des polypeptides, et en ce 
qu'elle comprend une sequence nucleotidique choisie parmi 
les sequences suivantes : 
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ORF21; ORF21; ORF22; ORF23; ORF24; ORF25; ORF26; ORF75 
ORF84; ORF84; ORF86; ORF92; ORF133 ; ORP151; ORF152 ; ORF157 
ORF179; ORF209; ORF307; ORF326; ORF343; ORF344; ORF345 
ORF371; ORF42S; ORF519; ORF557 ; ORF586; ORF587; ORF630 
5 ORF656; ORF706; ORF707; ORF730; ORF751; ORF752; ORF786 
ORF847; ORF885; ORF923; ORF978; ORF1039; ORF1048 et un de 
leurs fragments representatif s . 

21 Sequence nucleotidique selon 1'une des revendications 2 
10 a * 4 , et 9, caracterisee en ce qu'elle code pour un 
polypeptide de Chlamydia trachomatis ou un de ses fragments 
implique dans le metabolisme des acides gras, et en ce 
qu'elle comprend une sequence nucleotidique cnoisie parmx 
les sequences suivantes : 
,5 0RF4; 0BF15, 0RF16; 0RF141; ORF173; ORF205; ORF205; ORF206 
ORF208; ORF312; ORF355; ORF415; ORF550; ORF55B 
ORF560; ORF561; ORF574; ORF574; ORF577 ; ORF578 ; ORF590 
ORF614; ORF772; ORF808,- ORF809; ORF904; ORF905; ORF905 
ORF933; ORF934; ORF934,- ORF936 et un de leurs fragments 
20 representatif s . 

22 Sequence nucleotidique selon 1'une des revendications 2 
a \ et 9, caracterisee en ce qu'elle code pour un 
polypeptide de Chlamydia trachomatis ou un de ses fragments 
25 implique dans la syntnese de la paroi, et en ce qu'elle 
comprend une sequence nucleotidique choisxe partni les 
sequences suivantes : 

ORF87; ORF196; ORF242; ORF269; ORF628; ORF629; ORF634; 
ORF635; ORF637; ORF638; ORF1019 et un de leurs fragments 

30 representatif s . 

23 Sequence nucleotidique selon 1'une des revendications 2 
a \ et 9, caracterisee en ce qu'elle code pour un 
polypeptide de Chlamydia trachomatis ou un de ses fragments 
35 implique dans le processus de transcription, traduction 
et/ou maturation, et en ce qu'elle comprend une sequence 
nucleotidique choisie parmi les sequences suivantes : 
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ORF112; 0RF113; ORF332; ORF212; ORF213; ORF350; ORF362 

ORF3 63; ORF3 64; ORF407; ORF451; ORF546; ORF643 ; ORF744 

ORF746; ORF833; ORF868; ORF981; ORF982; ORF1003 ; ORF1011 

ORF1042 et un de leurs fragments representatif s . 



24. Sequence nucleotidique selon l'une des revendications 2 
a 4, et 9, caracterisee en ce qu'elle code pour un 
polypeptide ribosomal de Chlamydia trachomatis ou un de ses 
fragments, et en ce qu'elle comprend une sequence 
nucleotidique choisie parmi les sequences suivantes : 



ORF114 
ORF543 
ORF944 
ORF953 
ORF961 



ORF115 
ORF584 
ORF946 
ORF954 
ORF1040; 



ORF116 
ORF585 
ORF947 
ORF955 



ORF328 
ORF743 
ORF948 
ORF955 



ORF3 61 
ORF813 
ORF950 
ORF957 



ORF37 5 
ORF941 
ORF951 
ORF958 



ORF445 
ORF942 
ORF952 
ORF960 



ORF1041; ORF1043; ORF1063 ; ORF1064 et un 



de leurs fragments representatif s . 



25. Sequence nucleotidique selon l'une des revendications 2 
a 4, et 9, caracterisee en ce qu'elle code pour un 
polypeptide de transport de Chlamydia trachomatis ou un de 
ses fragments, et en ce qu'elle comprend une sequence 
nucleotidique choisie parmi les sequences suivantes : 



ORF6 ; 


ORF50; 0RF51; ORF80; ORF125; ORF12 6; 


ORF12 8; 


ORF129; 


ORF215 


; ORF246, 


• ORF248; 


ORF249, 


■ ORF251; 


ORF252; 


ORF253 ; 


ORF2 55 


; ORF271, 


■ ORF27 5; 


ORF293, 


• ORF309; 


ORF323; 


ORF324; 


ORF3 9 8 


; ORF401, 


; ORF449; 


ORF511, 


? ORF512; 


ORF564; 


ORF565; 


ORF667 


; ORF67 9 


? ORF680; 


0RF711 


; ORF712; 


ORF713 ; 


ORF714; 


ORF715 


; ORF73 0 


; ORF731; 


ORF73 6 


; ORF737; 


ORF738; 


ORF87 0; 


ORF908 


; ORF919 


• f ORF977; 


ORF987 


; ORF988; 


ORF992; 


ORF993 ; 


ORF994 


ORF1028; ORF1029 et 


un de 


leurs fragments 



representatif s . 



26. Sequence nucleotidique selon l'une des revendications 2 
a 4, et 9, caracterisee en ce qu'elle code pour un 
polypeptide de Chlamydia trachomatis ou un de ses fragments 
implique dans le processus de virulence, et en ce qu'elle 
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contend una sequence nucleotide choisie parmi les 

secmences suivantes : 

0Z0: ORF815; ORF816,- ORF898; ORF1059; ORF1060 et un de 
leurs fragments representatifs. 

21 Sequence nucleotide selon Vune des revendications 2 
4 ! t 9 , caracterisee en =e qu'elle code pour un 
polypeptide de Chlamydia trachomatis ou un de ses 
Lpltque dans le systtoe de secretion et/ou secrete et en 
cT quelle contend une sequence nucleotide chorsie 
nam i les sequences suivantes : 

P o ; 5 8 oJ 8; ORP889; ORF890; ORP891; ORF896; 
ORF898 et un de leurs fragments representatifs. 

28 Sequence nucleotide selon 1'une des revendications 2 
f' 4 ^ t 9, caracterisee en ce qu'elle code pour un 
polypeptide specific^ des Chlaznydiae ou un de ses 

\ et en ce qu'elle comprend une sequence 

fragments, et en ce ^ 

nucleotide choisie parmi les sequences suivantes 
ORF22; ORF29; ORF31; ORF32; ORF34; ORF35 ; ORF39- 
ORF43- ORF48; ORF49; ORF50; ORF52; ORF53 ; ORF54; 
ORF77; ORF78; ORF87 ; ORF90; ORF95; ORF108; ORF110; 
ORF122; ORF123 ; ORF124; ORF127 ; ORF138; 

ORF164; ORF166; ORF17 5; 
ORF188; ORF202; ORF210; 
ORF270; ORF273; ORF274; 
ORF309; ORF318; ORF319; 
ORF376; ORF379; ORF380; 
ORF433; ORF43 8; ORF443 ; 
ORF468; ORF47 0; ORF473; 
ORF503; ORF504; ORF508; 
ORF524; ORF533; ORF535; 
ORF540; ORF554; ORF563 ; 
ORF604; ORF606; ORF607; 
ORF642; ORF659; ORF668; 
ORF699; ORF703; ORF704; 
ORF742; ORF747; ORF750; 



ORF153; 
ORF186; 
ORF2 66; 
ORF3 05; 
ORF3 42 ; 

ORF400; 

ORF458; 

ORF497 ; 

ORF522; 

ORF538; 

ORF595; 

ORF622; 

ORF695; 

ORF728; 



ORF155; 
ORF187; 
ORF267; 
ORF3 06; 
ORF3 57; 
ORF431; 

ORF464; 

ORF501; 

ORF523 ; 

ORF53 9; 

ORF603 ; 

ORF641; 

ORF696; 

ORF73 9; 



ORF144; 

ORF182; 

ORF247; 

ORF295; 

ORF3 22; 

ORF3 88; 

ORF456; 

ORF486; 

ORF512; 

ORF536; 

ORF572; 

ORF615; 

ORF67 0; 

ORF716; 

ORF7 51; 



ORF40 
ORF72 
ORFlll 
ORF14 6 
ORF184 
ORF2 58 
ORF296 
ORF326 
ORF3 90 
ORF457 
ORF489 
ORF521 
ORF537 
ORF57 9 
ORF616 
ORF693 
ORF726 
ORF7 55 
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ORF7 57 ; 


ORF7 59; 


ORF7 61; 


ORF762 , 


ORF7 63 , 


ORF7 64 ; 


ORF7 80, 


ORF7 81; 


ORF7 89; 


ORF800, 


ORF803 , 


ORF804, 


ORF820 , 


ORF822; 


ORF823 ; 


ORF824, 


ORF827, 


ORF828, 


ORF849 , 


ORF850; 


ORF851; 


ORF852 t 


ORF855, 


ORF856, 


ORF858, 


■ ORF859; 


ORF860; 


ORF861, 


ORF862, 


ORF863, 


ORF86 8, 


• ORF869; 


ORF870; 


ORF871, 


■ ORF872, 


• ORF873, 


ORF875 , 


; ORF877; 


ORF87 8; 


ORF880, 


■ ORF882, 


• ORF884, 


ORF893 , 


; ORF901; 


ORF906; 


ORF910 


• ORF912 


• ORF915, 


ORF917 


; ORF92 6; 


ORF929; 


ORF933 


- ORF965 


■ ORF967, 


ORF984 


; ORF986; 


ORF989; 


ORF990; 


ORF996; 


ORF997; 


ORF1002; ORF1013; ORF1016; ORF1031; ORF1033; 


ORF1049; ORF1051; ORF1052; ORF1054; ORF1056; 


ORF1058; ORF1062; 


ORF1070; ORF1071; ORF1073 et un 


fragments representatif s . 









ORF773 
ORF818 
ORF83 9 
ORF857 
ORF865 
ORF874 
ORF886 
ORF916 
ORF968 
ORF1001 
ORF1035 
ORF1057 
de leurs 



15 

29. Polypeptide selon l'une des revendications 5 a 8, 

caracterise en ce qu'il s'agit d'un polypeptide d'enveloppe 

cellulaire de Chlamydia trachomatis ou un de ses fragments. 

20 30. Polypeptide selon la revendication 29, caracterise en 
ce qu'il s'agit d'un polypeptide d'enveloppe cellulaire 
externe de Chlamydia trachomatis ou un de ses fragments. 



25 



30 



31. Polypeptide selon l'une des. revendications 29 et 30, 
caracterise en ce qu'il est choisi parmi les polypeptides 
de sequences suivantes : 

SEQ ID N°3; SEQ ID N°19; SEQ ID N°51; SEQ ID N°189; SEQ ID 



N°212 
N°478 
N°483 
N°489 
N°742 
N°1035; 
N°1070; 



SEQ 
SEQ 



ID N°213 

ID N°479 

SEQ ID N°484 

SEQ ID N°49 0 

ID N°817 



SEQ ID N°324; SEQ ID N°477; SEQ ID 

SEQ ID N°481; SEQ ID N°482; SEQ ID 

SEQ ID N°486; SEQ ID N°488; SEQ ID 

SEQ ID N°572; SEQ ID N°573; SEQ ID 

SEQ ID N°818; SEQ ID N°820; SEQ ID 

SEQ ID N°103 6; SEQ ID N°1037; SEQ ID N°103 8; SEQ ID 

SEQ ID N°1071; SEQ ID N°1073 et un de leurs 



SEQ 



35 



fragments , 
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32 Polypeptide selon l'une des revendications 5 a 8, 
caracterise en ce qu'il s'agit d'un polypeptide 
transmembranaire de Chlamydia trachomatis ou un de ses 
fragments, presentant entre 1 et 3 domaines 
transmembranaires, et en ce qu'il est choisi parmx les 
polypeptides de sequences suivantes : 

SEQ ID N°2; SEQ ID N°3; SEQ ID N°5; SEQ ID N°8; SEQ ID N°9; 
SEQ ID N° 10; SEQ ID N°ll; SEQ ID N°12; SEQ ID N°17; SEQ ID 
N°21- SEQ ID N°26; SEQ ID N°27; SEQ ID N°28; SEQ ID N°29; 
SEQ ID N°30; SEQ ID N°31; SEQ ID N°33; SEQ ID N°35; SEQ ID 
N°37; SEQ ID N°39; SEQ ID N°40; SEQ ID N°41; SEQ ID N°42; 
SEQ ID N°43; SEQ ID N°44; SEQ ID N°45; SEQ ID N°46; SEQ ID 
N°47- SEQ ID N°48; SEQ ID N°49; SEQ ID N°52; SEQ ID N°53; 
SEQ ID N°55; SEQ ID N°56; SEQ ID N°58; SEQ ID N°65; SEQ ID 
N°66; SEQ ID N°68; SEQ ID ^70; SEQ ID N°74; SEQ ID N°75; 
SEQ ID N°76; SEQ ID N<>78; SEQ ID N°79; SEQ ID N°81; SEQ ID 
N°82; SEQ ID N<>83; SEQ ID N°86; SEQ ID N-Sl; SEQ ID N°92; 
SEQ ID N°94; SEQ ID N°97; SEQ ID N°100; SEQ ID ^102; SEQ 
ID N°103; SEQ ID N°105; SEQ ID N°106; SEQ ID N°107; SEQ ID 
20 NO109; SEQ ID N°110; SEQ ID N°1H; SEQ ID ^112; SEQ ID 
N°113- SEQ ID N°114; SEQ ID N°115; SEQ ID N<»116; SEQ ID 
NOH7- SEQ ID N°120; SEQ ID N«>122; SEQ ID N°123 ; SEQ ID 
N oi30- SEQ ID N0134; SEQ ID N°135; SEQ ID ^137; SEQ ID 
NO140; SEQ ID N°141; SEQ ID ^143 ; SEQ ID ^144; SEQ ID 
N°145- SEQ ID N0147; SEQ ID N°148; SEQ ID N°149; SEQ ID 
N°150- SEQ ID N°151; SEQ ID ^155; SEQ ID N°156; SEQ ID 
N°162; SEQ ID N°163; SEQ ID N°164; SEQ ID ^165; SEQ ID 
N°166; SEQ ID ^167; SEQ ID N°168; SEQ ID N°169; SEQ ID 
N oi70; SEQ ID N°171; SEQ ID ^173; SEQ ID ^175; SEQ ID 
N°176- SEQ ID N0177; SEQ ID N°181; SEQ ID ^183; SEQ ID 
N o 18 4; SEQ ID ^186; SEQ ID ^187; SEQ ID N°188; SEQ ID 
N o 190 . SEQ ID N°191; SEQ ID N°192; SEQ ID N°194; SEQ ID 
N°195- SEQ ID N°196; SEQ ID N°197; SEQ ID N°198; SEQ ID 
N°199; SEQ ID N°201; SEQ ID ^202; SEQ ID N°204; SEQ ID 
N°206; SEQ ID N°207; SEQ ID N°209; SEQ ID ^212; SEQ ID 
N°213- SEQ ID N°217; SEQ ID N°219; SEQ ID N°220; SEQ ID 
N o221; SEQ ID N°222; SEQ ID N°223; SEQ ID ^224; SEQ ID 



25 



30 
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N°225 ; 


SEQ 


ID 


N°227 ; 


SEQ 


ID 


N°228 ; 


SEQ 


ID 


N°23 1 ; 


SEQ 


ID 




N°232 ; 


SEQ 


ID 


N°23 4 ; 


SEQ 


ID 


■» -r O *"\ 1 

N°236 ; 


SEQ 


ID 


N°237 ; 


SEQ 


ID 




N°243 ; 


SEQ 


ID 


N°244 ; 


SEQ 


ID 


N°245 ; 


SEQ 


ID 


N°247 ; 


SEQ 


ID 




N°248; 


SEQ 


ID 


N°249 ; 


SEQ 


ID 


N°252 ; 


SEQ 


ID 


N°2 54 ; 


SEQ 


ID 


5 


N°257 ; 


SEQ 


ID 


N°2 60 ; 


SEQ 


ID 


N° 2 61; 


SEQ 


ID 


N°263 ; 


SEQ 


ID 




N°265; 


SEQ 


ID 


N°2 6 6 ; 


SEQ 


ID 


■fc -r O ^ *1 

N°267 ; 


SEQ 


ID 


N°27 0 ; 


SEQ 


ID 




N°271; 


SEQ 


ID 


N°272 ; 


SEQ 


ID 


N°274 ; 


SEQ 


ID 


N°276 ; 


SEQ 


ID 




N°277 ; 


SEQ 


ID 


N°278 ; 


SEQ 


ID 


N°279 ; 


SEQ 


ID 


N°282 ; 


SEQ 


ID 




N°283 ; 


SEQ 


ID 


N°284 ; 


SEQ 


ID 


N°285 ; 


SEQ 


ID 


N°287 ; 


SEQ 


ID 


10 


N°289; 


SEQ 


ID 


N°290 ; 


SEQ 


ID 


N°291 ; 


SEQ 


ID 


N°294 ; 


SEQ 


ID 




N°298; 


SEQ 


ID 


N°3 05 ; 


SEQ 


ID 


N°306 ; 


SEQ 


ID 


N°310 ; 


SEQ 


ID 




N°311; 


SEQ 


ID 


N°313 ; 


SEQ 


ID 


N°315 ; 


SEQ 


ID 


N°316; 


SEQ 


ID 




N°319; 


SEQ 


ID 


N°320 ; 


SEQ 


ID 


N°322 ; 


SEQ 


ID 


N°323 ; 


SEQ 


ID 




N°325; 


SEQ 


ID 


N°326 ; 


SEQ 


ID 


N°327 ; 


SEQ 


ID 


N°328 ; 


SEQ 


ID 


15 


N°330; 


SEQ 


ID 


N°331; 


SEQ 


ID 


N°332 ; 


SEQ 


ID 


N°333 ; 


SEQ 


ID 




N°334; 


SEQ 


ID 


N°33 5 ; 


SEQ 


ID 


N°33 6 ; 


SEQ 


ID 


N°3 3 8 ; 


SEQ 


ID 




N°339; 


SEQ 


ID 


N°340 ; 


SEQ 


ID 


N°341 ; 


SEQ 


ID 


N°344 ; 


SEQ 


ID 




N°345 ; 


SEQ 


ID 


N°348 ; 


SEQ 


ID 


N°349 ; 


SEQ 


ID 


N°3 50 ; 


SEQ 


ID 




N°351; 


SEQ 


ID 


N°352 ; 


SEQ 


ID 


N°353 ; 


SEQ 


ID 


N°3 56 ; 


SEQ 


ID 


20 


N°357 ; 


SEQ 


ID 


N°358 ; 


SEQ 


ID 


N°361; 


SEQ 


ID 


N°3 62 ; 


SEQ 


ID 




N°366 ; 


SEQ 


ID 


N°367 ; 


SEQ 


ID 


N°368 ; 


SEQ 


ID 


N°370 ; 


SEQ 


ID 




N°372 ; 


SEQ 


ID 


N°373 ; 


SEQ 


ID 


N°375 ; 


SEQ 


ID 


N°3 77 ; 


SEQ 


ID 




N°378; 


SEQ 


ID 


N°379; 


SEQ 


ID 


N°380; 


SEQ 


ID 


N°3 82 ; 


SEQ 


ID 




N°383 ; 


SEQ 


ID 


N°384 ; 


SEQ 


ID 


N°385 ; 


SEQ 


ID 


N°3 87 ; 


SEQ 


ID 


25 


N°389; 


SEQ 


ID 


N°390; 


SEQ 


ID 


N°391; 


SEQ 


ID 


N°3 93 ; 


SEQ 


ID 




N°396; 


SEQ 


ID 


N°398 ; 


SEQ 


ID 


N°399; 


SEQ 


ID 


N°403 ; 


SEQ 


ID 




N°404; 


SEQ 


ID 


N°406; 


SEQ 


ID 


N°407 ; 


SEQ 


ID 


N°413 ; 


SEQ 


ID 




N°414; 


SEQ 


ID 


N°417 ; 


SEQ 


ID 


N°418; 


SEQ 


ID 


N°420 ; 


SEQ 


ID 




N°421; 


SEQ 


ID 


N°424; 


SEQ 


ID 


N°426; 


SEQ 


ID 


N°427 ; 


SEQ 


ID 


30 


N°428; 


SEQ 


ID 


N°430; 


SEQ 


ID 


N°433 ; 


SEQ 


ID 


N°434 ; 


SEQ 


ID 




N°435; 


SEQ 


ID 


N°436; 


SEQ 


ID 


N°437; 


SEQ 


ID 


N°440 ; 


SEQ 


ID 




N°443; 


SEQ 


ID 


N°446; 


SEQ 


ID 


N°448; 


SEQ 


ID 


N°450; 


SEQ 


ID 




N°451; 


SEQ 


ID 


N°454; 


SEQ 


ID 


N°455; 


SEQ 


ID 


N°457; 


SEQ 


ID 




N°458; 


SEQ 


ID 


N°459; 


SEQ 


ID 


N°463; 


SEQ 


ID 


N°464; 


SEQ 


ID 


35 


N°466; 


SEQ 


ID 


N°467; 


SEQ 


ID 


N°468; 


SEQ 


ID 


N°469; 


SEQ 


ID 




N°470; 


SEQ 


ID 


N°473; 


SEQ 


ID 


N°474; 


SEQ 


ID 


N°475; 


SEQ 


ID 




N°476; 


SEQ 


ID 


N°477; 


SEQ 


ID 


N°479; 


SEQ 


ID 


N°480; 


SEQ 


ID 
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N°481; 
N°486; 
N°493; 
N°500; 
N°508; 
N°519; 
N°526; 
N°531; 
N°537; 
N°542; 
N°546; 
N°553; 
N°560; 
N°567; 
N°572; 
N°580; 
N°589; 
N°596; 
N°602; 
N°609; 
N°616; 
N°622; 
N°628; 
N°635; 
N°641; 
N°649; 
N°654; 
N°665; 
N°670; 
N°674; 
N°680; 
N°686; 
N°691; 
N°696; 
N°704; 
N°709; 
N°713; 



SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 



ID N°483; 
ID N°487; 
ID N°496; 
ID N°501; 
ID N°512; 
ID N°521; 
ID N°527; 
ID N°532; 
ID N°538; 
ID N°543; 
ID N°547; 
ID N°555; 
ID N°561; 
ID N°568; 
ID N°574; 
ID N°582; 
ID N°592; 
ID N°597; 
ID N°603; 
ID N°610; 
ID N°617; 
ID N°623; 
ID N°632; 
ID N°637; 
ID N°643; 
ID N°651; 
ID N°655; 
ID N°666; 
ID N°671; 
ID N°67 6; 
ID N°682; 
ID N°688; 
ID N°692; 
ID N°698; 
ID N°705; 
ID N°710; 
ID N°714; 



SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 



ID N°484; 
ID N°488; 
ID N°497; 
ID N°503; 
ID N°513; 
ID N°523; 
ID N°529; 
ID N°534; 
ID N°540; 
ID N°544; 
ID N°551; 
ID N°558; 
ID N°562; 
ID N°569; 
ID N°57 5; 
ID N°585; 
ID N°593; 
ID N°599; 
ID N°604; 
ID N°611; 
ID N°618; 
ID N°624; 
ID N°633; 
ID N°638; 
ID N°646; 
ID N°652; 
ID N°658; 
ID N°668; 
ID N°672; 
ID N°677; 
ID N°683; 
ID N°689; 
ID N°693; 
ID N°701; 
ID N°706; 
ID N°711; 
ID N°715; 



SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 
SEQ 



ID N°485; 
ID N°491; 
ID N°498; 
ID N°504; 
ID N°514; 
ID N°524; 
ID N°530; 
ID N°536; 
ID N°541; 
ID N°545; 
ID N°552; 
ID N°559; 
ID N°566; 
ID N°571; 
ID N°576; 
ID N°587; 
ID N°595; 
ID N°601; 
ID N°608; 
ID N°615; 
ID N°621; 
ID N°625; 
ID N°63 4; 
ID N°640; 
ID N°648; 
ID N°653; 
ID N°664; 
ID N°669; 
ID N°673; 
ID N°678; 
ID N°684; 
ID N°690; 
ID N°695; 
ID N°703; 
ID N°707; 
ID N°712; 
ID N°717; 



SEQ ID 

SEQ ID 

SEQ ID 

SEQ ID 

SEQ ID 

SEQ ID 



SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
SEQ ID 
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tvtO "7 1 Q . 

JM w / Xo ; 


CPA 

bEy 


XD 






XLt 


Tvjo 791 . 
IN / Z, X f 


OTTO 


TP) 


TvTO n 90 . 




J-LJ 




N u 72 4 ; 


bEy 


ID 


TvTO *7 O C. . 

JM /ZD; 


CPA 

bEy 


XL) 


TVTO TOO , 
JM / Z O , 




XD 


IN / Z j , 


PDA 

bEy 


XD 




N°73 0 ; 


SEQ 


ID 


TVTO T t 1 „ 

N u / J X ; 


O D A 

bEy 


XL) 


MOTTO . 




Tn 
XD 


TvT O *7 "2 ~3 . 

jm / 0 -5 ; 


bEy 


t n 
XD 




N°73 4 ; 


SEQ 


ID 


tvt O *7 "5 *7 . 


C* DA 

SEQ 


ID 


JM /jo; 


SEQ 


TTV 

XD 


tvt OT5Q . 

JM / j j ; 


bEy 


Tn 
XD 


5 


N°740 ; 


SEQ 


ID 




SEQ 


XL) 


JM / 4^ ; 




XD 


TvTO 1 A A . 

JM / 4f± ; 


bEy 


Tn 
XD 




N°7 45 ; 


SEQ 


ID 


MOT /l C . 

/ 4 0 ; 


CPA 

SEQ 


ID 


JM / 44 0 ; 


oily 


XD 


TvT O *7 fi . 
JM / D U / 


bEy 


Tn 
XD 




N°751 ; 


SEQ 


ID 


N / ; 


SEQ 


rn 

XD 


JM /jj ; 


CtTA 

bay 


XD 


JM / Oft ; 


OTTO 

bEy 


Tn 
XD 




N°7 55 ; 


SEQ 


ID 


tvt oncri . 


SEQ 


ID 


JM /do; 


PT7A 

bEy 


Tn 

XD 


JM / ; 


SEy 


Tn 
XD 




N° 7 60; 


SEQ 


ID 


N u 7o4 ; 


SEQ 


ID 


TVT O 1 C C • 


CPA 

bEy 


t n 

XD 


TVT OTCQ . 

JM^ / bo; 


bEy 


Tn 
XD 


10 


N°7 69 ; 


SEQ 


ID 


N°771 ; 


SEQ 


ID 


TVT OTTO. 


SEQ 


T n 
XD 


TvTO ttj . 

JM / / j ; 


bEy 


t n 
XD 




<m — - /-\ n >| 

N°774 ; 


SEQ 


ID 


N° 77 5; 


SEQ 


T T~\ 

ID 


tvt omiT . 


bEQ 


Tn 
XD 


TVT O *"7 . 
JM^ lilt 


CDA 

bEy 


Tn 
XD 




N°778 ; 


SEQ 


ID 


N°779 ; 


SEQ 


xn 

ID 


tvt 0 t q r\ . 
N u / oU ; 


bEy 


TR 

XD 


TVT OT01 - 

JM w / oX ; 


bEy 


t n 
XD 




N°782 ; 


SEQ 


ID 


TVT O T O "> . 

N u / 83 ; 


SEQ 


jn 

XD 


JM / 0 0 ; 


bEy 


xn 
XD 


TVTO 1 Q "7 . 

JM / 0 / ; 


CT?A 

bEy 


Tn 

XL) 




N°7 8 8 ; 


SEQ 


ID 


TVTO *"7 Q Q . 




XD 


TVT O H o r» . 
JM v / jU, 


bEy 


Tn 
XD 


TvTO *7 Q "3 . 

im / j j> ; 


CPA 

bEy 


TTl 


15 


N°798 ; 


SEQ 


ID 


tvto onft . 


SEQ 


-r n 
XD 


JM w oUz ; 


bEy 


xn 
XD 


TvTO Qf|7 • 
JM O U J / 


CT?a 

bEy 


TTl 
XD 




tvt n 0 A ^ 

N°8 0o ; 


SEQ 


TT\ 

ID 


TVTO O A Q . 




XD 


T\T OQHQ • 

JM 0 u ,7 ; 


OTTO 

ody 


TTl 

XD 


TvTO CI A . 
IM O X U / 


CPA 


A.D 




"KTO 0 *1 *1 

N°811 ; 


SEQ 


ID 


N u 813 ; 


bEQ 


T -pv 

XD 


TvTO Q1 / . 

JM " 0 X4 ; 


PDA 

bEy 


Tn 
XD 


TVTO Ol T . 
JM O X / , 


bEy 


TTi 
XD 




N°820 ; 


SEQ 


ID 


TVTO O O *") . 


oEQ 


rn 

XD 


TVT O Q O /l . 

JM oZ Q ; 


bEy 


Tn 
XD 


JM oZ D ; 


bEy 


XD 




N°827 ; 


SEQ 


ID 


N°82 8 ; 


SEQ 


xn 

ID 


TVT O O O O . 


bEy 


Tn 
XD 


TvTO qia . 

JM oj U ; 


CPA 

bEy 


Tn 
XD 


20 


N°833 ; 


SEQ 


ID 


N°834 ; 


SEQ 


ID 


TVT OO "3 C . 

N u 83 5 ; 


bEy 


XD 


TVTO Q *^ ^7 • 


C PA 

bEy 


Tn 
XD 




N°838 ; 


SEQ 


ID 


N°83 9 ; 


SEQ 


ID 


N° 84 0 ; 


SEy 


Tn 

ID 


TVTO O A 1 . 

Jm^ o4 X ; 


CDA 

bEy 


Tn 
XD 




N°842 ; 


SEQ 


ID 


N°843 ; 


SEQ 


ID 


N u 845 ; 


SEQ 


Tn 

ID 


TVTO O^O. 

N u o4o ; 


C* DA 

SEQ 


XD 




N°849 ; 


SEQ 


ID 


N° 850; 


SEQ 


ID 


N°851 ; 


SEQ 


Tn 

ID 


N u 852 ; 


OD A 

SEQ 


Tn 

XD 




N°854 ; 


SEQ 


ID 


N°855 ; 


SEQ 


ID 


■»lt O O C ^ 

N°856 ; 


SEQ 


ID 


TVT O O C *~l . 

N u 85 / ; 


SEQ 


rn 

ID 


25 


N°859 ; 


SEQ 


ID 


N°860 ; 


SEQ 


ID 


N°862 ; 


SEQ 


xn 

ID 


TVT O O CJ - 

N u 8o3 ; 


SEQ 


Tn 

ID 




N°864 ; 


SEQ 


ID 


N° 866; 


SEQ 


ID 


N°869 ; 


SEQ 


ID 


N u 872 ; 


SEQ 


ID 




N°873 ; 


SEQ 


ID 


N°874 ; 


SEQ 


ID 


N°87 8 ; 


SEQ 


ID 


N°o7y ; 


fT7A 

SEQ 


T*n 

ID 




N°880 ; 


SEQ 


ID 


N°881; 


SEQ 


ID 


N°883 ; 


SEQ 


ID 


TVTO OO/l. 

N u 884 ; 


SEQ 


Tn 

ID 




N°885 ; 


SEQ 


ID 


N°886 ; 


SEQ 


ID 


TVT O O O *7 - 

N°887 ; 


SEQ 


ID 


TVT O O Q O . 


O DA 
bEQ 


Tn 
XD 
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N°893 ; 


SEQ 


ID 


N°894 ; 


SEQ 


ID 


TVTO O Q C 

N°895 ; 


SEQ 


Tn 

ID 


TVTO O O *7 . 

N u by 7 ; 


CPA 

bEy 


Tn 
XD 




N°899 ; 


SEQ 


ID 


t^t n n a a 

N° 900; 


SEQ 


ID 


N°901; 


SEQ 


TT"\ 
ID 




CPA 

bEy 


Tn 

XD 




N°906; 


SEQ 


ID 


N°909; 


SEQ 


ID 


N°910; 


SEQ 


ID 


N°912; 


SEQ 


ID 




N°914; 


SEQ 


ID 


N°917; 


SEQ 


ID 


N°920; 


SEQ 


ID 


N°921; 


SEQ 


ID 




N°922; 


SEQ 


ID 


N°923; 


SEQ 


ID 


N°924; 


SEQ 


ID 


N°925; 


SEQ 


ID 
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N°926; 


SEQ 


ID 


N°927; 


SEQ 


ID 


N°930; 


SEQ 


ID 


N°933; 


SEQ 


ID 




N°934; 


SEQ 


ID 


N°93 5; 


SEQ 


ID 


N°93 6; 


SEQ 


ID 


N°937; 


SEQ 


ID 




N°940; 


SEQ 


ID 


N°941; 


SEQ 


ID 


N°942; 


SEQ 


ID 


N°943; 


SEQ 


ID 
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10 



15 



20 



25 



30 



35 



N o 9 44- SEQ ID N°945; SEQ ID ^947; SEQ ID N°948; SEQ ID 
N0951- SEQ ID N°952; SEQ ID N°953; SEQ ID N°954; SEQ ID 
N o 955 ' SEQ ID N0956; SEQ ID N°957; SEQ ID N°958; SEQ ID 
N o960'; SEQ ID N°961; SEQ ID N°962; SEQ ID N°963; SEQ ID 
N o 964 - SEQ ID N0966; SEQ ID ^967; SEQ ID ^969; SEQ ID 
N o 970 - SEQ ID N°971; SEQ ID N°973; SEQ ID N°974; SEQ ID 
N o 979 : SEQ ID N°980; SEQ ID N°981; SEQ ID ^982; SEQ ID 
N o 984 - SEQ ID N°988; SEQ ID N°989; SEQ ID N°990; SEQ ID 
HC991. SEQ ID N°995; SEQ ID ^996; SEQ ID ^999; SEQ ID 
NOlOol; SEQ ID N°1003; SEQ ID N°1004; SEQ ID ^1005; SEQ ID 
N o 10 06; SEQ ID N°1007; SEQ ID N°1009; SEQ ID ^1010; SEQ ID 
N o 10 ll- SEQ ID NO1012; SEQ ID N°1013; SEQ ID ^1014; SEQ ID 
N o 10 16; SEQ ID N°1017; SEQ ID H-1018, SEQ ID N°1020; SEQ ID 
N o 10 21. SEQ ID NO1025; SEQ ID N°1026; SEQ ID N°1027; SEQ ID 
N o 10 29; SEQ ID N-1030, SEQ ID N°I031; SEQ ID H-1035; SEQ ID 
N o 10 36; SEQ ID N°1037; SEQ ID ^1038; SEQ ID N°1039; SEQ ID 
N o 10 40; SEQ ID N°1044; SEQ ID N°1045; SEQ ID N°1047; SEQ ID 
NO1048- SEQ ID N°1050; SEQ ID ^1051; SEQ ID N°1052; SEQ ID 
N o 10 53; SEQ ID N°1055; SEQ ID ^1056; SEQ ID N°1057; SEQ ID 
N o 105 8- SEQ ID NO1061; SEQ ID N°1062; SEQ ID N°1063; SEQ ID 
NO1064; SEQ ID N°1065; SEQ ID N°1066; SEQ ID N °1068; SEQ ID 
N o 10 69; SEQ ID N °1072; SEQ ID N°1074; SEQ ID N°1076 et un 
de leurs fragments. 

33 Polypeptide selon 1'une des revendications 5 a 8, 
caracterise en ce qu'il s'agit d'un polypept.de 
transmembrane de Chlamydia trachomatis ou un de ses 

. 4 et 6 domaines 

fragments, presentant entre 4 

-=4- en rp ou'il est choisi parmi xes 
transmembranaires, et en ce qu 

polypeptides de sequences suivantes : 

SEQ ID N o 7 ; SEQ ID ^14; SEQ ID H-16.- SEQ ID ^2; SEQ ID 
N o 34 - SEQ ID N°36; SEQ ID N°38; SEQ ID N°50; SEQ ID N 57; 
SEQ ID N°59; SEQ ID N°61; SEQ ID N<>62; SEQ ID ^63; SEQ ID 
N o 64 - SEQ ID N°67; SEQ ID N°69; SEQ ID N°72; SEQ ID N°77; 
SEQ ID N°80; SEQ ID N°84; SEQ ID N°87; SEQ ID ^93; SEQ ID 
N o 95 - SEQ ID N°99; SEQ ID N°108; SEQ ID N°119; SEQ ID 
N o 12 5- SEQ ID N°126; SEQ ID N°129; SEQ ID N°131; SEQ ID 
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N°136; 


SEQ 


ID 


N°154; 


SEQ 


ID 


N°179; 


SEQ 


ID 


N°203; 


SEQ 


ID 


N°250; 


SEQ 


ID 


N°262; 


SEQ 


ID 


N°286; 


SEQ 


ID 


N°296; 


SEQ 


ID 


N°308; 


SEQ 


ID 


N°324; 


SEQ 


ID 


N°360; 


SEQ 


ID 


N°388; 


SEQ 


ID 


N°402; 


SEQ 


ID 


N°416; 


SEQ 


ID 


N°432; 


SEQ 


ID 


N°449; 


SEQ 


ID 


N°461; 


SEQ 


ID 


N°482; 


SEQ 


ID 


N°495; 


SEQ 


ID 


N°509; 


SEQ 


ID 


N°525; 


SEQ 


ID 


N°554; 


SEQ 


ID 


N°573; 


SEQ 


ID 


N°600; 


SEQ 


ID 


N°620; 


SEQ 


ID 


N°639; 


SEQ 


ID 


N°659; 


SEQ 


ID 


N°699; 


SEQ 


ID 


N°719; 


SEQ 


ID 


N°756; 


SEQ 


ID 


N°796; 


SEQ 


ID 


N°807; 


SEQ 


ID 


N°847; 


SEQ 


ID 


N°871; 


SEQ 


ID 


N°889; 


SEQ 


ID 


N°911; 


SEQ 


ID 


N°975; 


SEQ 


ID 



N°139; 


SEQ 


ID 


N°160; 


SEQ 


ID 


N°182; 


SEQ 


ID 


N°205; 


SEQ 


ID 


N°253 ; 


SEQ 


ID 


N°268; 


SEQ 


ID 


N°288; 


SEQ 


ID 


N°297; 


SEQ 


ID 


N°314; 


SEQ 


ID 


N°342; 


SEQ 


ID 


N°374; 


SEQ 


ID 


N°392; 


SEQ 


ID 


N°405; 


SEQ 


ID 


N°422 ; 


SEQ 


ID 


N°441; 


SEQ 


ID 


N°452; 


SEQ 


ID 


N°465; 


SEQ 


ID 


N°489; 


SEQ 


ID 


N°502; 


SEQ 


ID 


N°516; 


SEQ 


ID 


N°533; 


SEQ 


ID 


N°557; 


SEQ 


ID 


N°581; 


SEQ 


ID 


N°607; 


SEQ 


ID 


N°626; 


SEQ 


ID 


N°644; 


SEQ 


ID 


N°661; 


SEQ 


ID 


N°700; 


SEQ 


ID 


N°725; 


SEQ 


ID 


N°765; 


SEQ 


ID 


N°797; 


SEQ 


ID 


N°821; 


SEQ 


ID 


N°853; 


SEQ 


ID 


N°875; 


SEQ 


ID 


N°898; 


SEQ 


ID 


N°916; 


SEQ 


ID 


N°976; 


SEQ 


ID 



N°146; 


SEQ 


ID 


N°161; 


SEQ 


ID 


N°185; 


SEQ 


ID 


N°239; 


SEQ 


ID 


N°256; 


SEQ 


ID 


N°275; 


SEQ 


ID 


N°292; 


SEQ 


ID 


N°299; 


SEQ 


ID 


N°317 ; 


SEQ 


ID 


N°343 ; 


SEQ 


ID 


M°376; 


SEQ 


ID 


N°394; 


SEQ 


ID 


N°411; 


SEQ 


ID 


N°423 ; 


SEQ 


ID 


N°442 ; 


SEQ 


ID 


N°456 ; 


SEQ 


ID 


N°471; 


SEQ 


ID 


N°492 ; 


SEQ 


ID 


N°505 ; 


SEQ 


ID 


N°517; 


SEQ 


ID 


N°539; 


SEQ 


ID 


N°563 ; 


SEQ 


ID 


N°590 ; 


SEQ 


ID 


N°612; 


SEQ 


ID 


N°629; 


SEQ 


ID 


N°647; 


SEQ 


ID 


N°685; 


SEQ 


ID 


N°708; 


SEQ 


ID 


N°747; 


SEQ 


ID 


N°767; 


SEQ 


ID 


N°799; 


SEQ 


ID 


N°823; 


SEQ 


ID 


N°861; 


SEQ 


ID 


N°882; 


SEQ 


ID 


N°902; 


SEQ 


ID 


N°931; 


SEQ 


ID 


N°978; 


SEQ 


ID 



N°152 ; 


SEQ 


ID 


N°172 ; 


SEQ 


ID 


N°200 ; 


SEQ 


ID 


N°242 ; 


SEQ 


ID 


N°259; 


SEQ 


ID 


N°281; 


SEQ 


ID 


N°295; 


SEQ 


ID 


N°300; 


SEQ 


ID 


N°318 ; 


SEQ 


ID 


N°355 ; 


SEQ 


ID 


N°386; 


SEQ 


ID 


N°395; 


SEQ 


ID 


N°415; 


SEQ 


ID 


N°429 ; 


SEQ 


ID 


N°444 ; 


SEQ 


ID 


N°460; 


SEQ 


ID 


N°472 ; 


SEQ 


ID 


N°494; 


SEQ 


ID 


N°506; 


SEQ 


ID 


N°520; 


SEQ 


ID 


N°549; 


SEQ 


ID 


N°570; 


SEQ 


ID 


N°591; 


SEQ 


ID 


N°613; 


SEQ 


ID 


N°630; 


SEQ 


ID 


N°656; 


SEQ 


ID 


N°687; 


SEQ 


ID 


N°716; 


SEQ 


ID 


N°749; 


SEQ 


ID 


N°794; 


SEQ 


ID 


N°801; 


SEQ 


ID 


N°826; 


SEQ 


ID 


N°870; 


SEQ 


ID 


N°888; 


SEQ 


ID 


N°903; 


SEQ 


ID 


N°939; 


SEQ 


ID 


N°983; 


SEQ 


ID 
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N o 98 6; SEQ ID N°987; SEQ ID N°992; SEQ ID N°993; SEQ ID 
N o 10 00. SEQ ID NO1002; SEQ ID ^1008; SEQ ID ^1019; SEQ ID 
N o 10 22; SEQ ID ^1032; SEQ ID N°1034; SEQ ID ^1046; SEQ ID 
N o 10 54; SEQ ID N °1060; ^EQ ID N°1071 et un de leurs 

fragments representatif s . 



34 Polypeptide selon l'une des revendications 5 a 8, 

qu'il s'agit d'un polypeptxde 



caracterise — 

transmercbranaire de Chlamydia trachomatis ou un de se 
£ragm en tS . presentant au moins 7 

~n re ou'il est choisi parmi les 
transmembranaires , et en ce qu 

polypeptides de sequences suivantes : 

SEQ ID -4; SEQ ID -6; SEQ ID -13; SEQ ID 

-51; SEQ ID -71, SEQ ID -88; SEQ ID -118; SEQ ID -128^ 
SEQ ID -132; SEQ ID -133; SEQ ID -158; SEQ ID -159, SEQ 
ID -174; SEQ ID -180; SEQ ID -189; SEQ ID -210; SEQ ID 
-211- SEQ ID -214; SEQ ID -215; SEQ ID -226; SEQ ID 
-229- SEQ ID -233; SEQ ID -235; SEQ ID -240; SEQ ID 
- 246 ' ; SEQ ID -251; SEQ ID -255; SEQ ID -273; SEQ ID 
-354; SEQ ID -364; SEQ ID -369; SEQ ID -371; SEQ ID 
-397- SEQ ID -401; SEQ ID -409; SEQ ID -412; SEQ ID 
«o 419 SEQ ID -439; SEQ ID -453; SEQ ID -462; SEQ ID 
N o490; SEQ ID -510; SEQ ID -511; SEQ ID -518; SEQ ID 
- 535 SEQ ID -548; SEQ ID -550; SEQ ID -564; SEQ ID 
- 565 SEQ ID -578; SEQ ID -579; SEQ ID -614; SEQ ID 
-631- SEQ ID -636; SEQ ID -650; SEQ ID -662; SEQ ID 
-667; SEQ ID -679; SEQ ID -681; SEQ ID -702; SEQ ID 
-727- SEQ ID -741; SEQ ID -763; SEQ ID -791; SEQ ID 
H o v92; SEQ ID -815; SEQ ID -816; SEQ ID -832; SEQ ID 
-846; SEQ ID -858; SEQ ID -865; SEQ ID -867; SEQ ID 
-868 SEQ ID -877; SEQ ID -891; SEQ ID -896; SEQ ID 
N o 90 7- SEQ ID -908; SEQ ID -918; SEQ ID -919; SEQ ID 
-932- SEQ ID -959; SEQ ID -977; SEQ ID -994; SEQ ID 
-998- SEQ ID -1024; SEQ ID -1028; SEQ ID -1042; SEQ ID 
-1067; SEQ ID -1070; SEQ ID -1073 et un de leurs 
fragments representatif s . 



1774 



35. Polypeptide selon 1'une des revendications 5 a 8, 
caracterise en ce qu'il s'agit d'un polypeptide de 
Chlamydia, trachomatis ou un de ses fragments implique dans 
le metabolisme intermediaire, notamment dans le metabolisme 
5 des sucres et/ou des cofacteurs, et en ce qu'il est choisi 
parmi les polypeptides de sequences suivantes : 
SEQ ID N°10; SEQ ID N°44; SEQ ID N°45; SEQ ID N°46; SEQ ID 



MO A 1 - 




TD 


XN J O f 


SEQ ID N°101; 


jay 




M°102 * 


own 


ID 


TVTO 1 • 
JM IUj , 




jn 


moi Ofz . 

XN 1UO / 


SEQ 


ID 


N°107; 




td 


MOI Of) - 


qpn 


ID 


MO 1 O 1 . 

In ±£ x ; 




_L J.J 


mo i n • 

XN Xj u , 


SEQ 


ID 


N°135; 






M° 140* 


cun 


TD 






TD 


MO 1 44 . 
IN X *± *± / 


SEQ 


ID 


N°145; 




TD 

_I_ J-> 


AM -1 ) Kj / 


cpO 

JDy 


ID 






xU 


IN JL O U / 


SEQ 


ID 


N°161; 




TD 

X XJ 


XN A. ZJ f 


CTTf) 

oxi.y 


TD 


in -Ly J ; 




TD 


IN X -7 O , 


SEQ 


ID 


N°196; 




TD 

X XJ 


TJO 1 07 . 
XN X -7 / / 


O i-jy' 


TD 

X LJ 


MO "1 Q O . 


C tt» /"^ 


xJJ 


mo 1 QQ . 
In J- -? -? ; 


SEQ 


ID 


N°227 ; 




TD 


XN j£ -7 , 




TD 

X \J 


TVT O O "5 C . 


SEQ 


±u 


"NTO O"?^ . 

JM A3 o ; 


SEQ 


ID 


N°239; 




TD 
X U 


XN *=fc _> , 




TD 

X XJ 


N°24b ; 


/-> T~i 

SEQ 


*T*T~\ 

ID 


JM ^ z o 4t ; 




X xJ 


TSJO o c. cz . 
XN £*\J -J i 




1L> 


INI Aj/f 




TD 
X U 


N°331; 


SEQ 


ID 


N°333 ; 


SEQ 


ID 


N°359; 


SEQ 


ID 


N°3 60 ; 


SEQ 


ID 


N°374; 


SEQ 


ID 


N°404; 


SEQ 


ID 


N°405; 


SEQ 


ID 


N°405; 


SEQ 


ID 


N°410; 


SEQ 


ID 


N°415; 


SEQ 


ID 


N°415; 


SEQ 


ID 


N°416; 


SEQ 


ID 


N°417; 


SEQ 


ID 


N°432; 


SEQ 


ID 


N°460; 


SEQ 


ID 


N°461; 


SEQ 


ID 


N°462; 


SEQ 


ID 


N°495, 


> SEQ 


ID 


N°513; 


SEQ 


ID 


N°515; 


SEQ 


ID 


N°566; 


SEQ 


ID 


N°566, 


• SEQ 


ID 


N°566; 


SEQ 


ID 


N°589; 


SEQ 


ID 


N°613; 


SEQ 


ID 


N°645 J 


■ SEQ 


ID 


N°646; 


SEQ 


ID 


N°647; 


SEQ 


ID 


N°652; 


SEQ 


ID 


N°653 i 


• SEQ 


ID 


N°654; 


SEQ 


ID 


N°672; 


SEQ 


ID 


N°673; 


SEQ 


ID 


N°674, 


' SEQ 


ID 


N°682; 


SEQ 


ID 


N°684; 


SEQ 


ID 


N°692; 


SEQ 


ID 


N°700 i 


; SEQ 


ID 


N°725; 


SEQ 


ID 


N°801; 


SEQ 


ID 


N°802; 


SEQ 


ID 


N°835 


; SEQ 


ID 


N°836; 


SEQ 


ID 


N°837; 


SEQ 


ID 


N°860; 


SEQ 


ID 


N°861 


? SEQ 


ID 


N°862; 


SEQ 


ID 


N°863; 


SEQ 


ID 


N°869; 


SEQ 


ID 


N°869 


? SEQ 


ID 


N°925; 


SEQ 


ID 


N°964; 


SEQ 


ID 



30 N°983 et un de leurs fragments. 



36. Polypeptide selon l'une des revendications 5 a 8, 
caracterise en ce qu'il s'agit d'un polypeptide de 
Chlamydia trachomatis ou un de ses fragments implique dans 
35 le metabolisme des nucleotides, et en ce qu'il est choisi 
parmi les polypeptides de sequences suivantes : 
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10 



«0 ID -142- SEQ ID -142; SEQ ID -169; SEQ ID -256; SEQ 
£\£«S SEQ ID -3 25; SEQ !D -352; « " « ™ 

cpn TD N°444- SEQ ID N°528; SEQ ID N°529; SEQ ID 
: 530 : . SEQ ID -54B SE^ ID SEO ID -601 ; SEQ ID 

H sZ' SEQ TO «.«17. SEQ ID -619,- SEQ ID -644, SEQ ID 
SEQ ID -971; SEQ ID -972; SEQ ID -1023 et U n de 
leurs fragments representatif s . 

-i -i , line des revendications 5 a 8, 
37 polypeptide selon 1 une aes 

37. Poiypp d , un polypeptlde de 

C^ia °-is ou un de ses f r^»t. 

!e m etabolis,„e das acides nucleus, et en =e ^ H 
,. • ■ i. s oolypeptides de sequences suivantes . 

: E r s iD -r seq id "J, s EQ m SEQ m - 96; 

^97 SEQ D -9B; SEQ ID -99; SEQ ID -100; SEQ ID - ICS; 
SEQ D -US, SEQ ID -136; SEQ ID -137; SEQ ID « 163; SEQ 
ID -190; SEQ ID -204; SEQ ID -259; « ™ £ 2S °' ™ ™ 

= s sr. = " ™: = "° ™ = 5 

SEQ ID N°883; 
SEQ ID N°924; 



15 



35 



N , 8 42; SEQ ID -BS3'; SEQ ID -BB4; SEQ ID -907; SEQ ID 
N o 9 62; SEQ Z - ID -963; SEQ ID -969; SEQ ID 



N 091S; SEQ ID -92*'; SEQ ID -92B; SEQ ID -929; SEQ ID 
N°962; 

H«1031; ^SEQ ID N°1032 et un de leurs fragments. 



38 Polypeptide selon 1'une des revendications 5a 8 
caracterTse en ce ^ 11 s'agit d'un polypept.de de 
rCdia trachomatis ou un de ses fragments dans 
le X*olisme des acides amines, et en ce ^ il est cho.sx 
parmi les polypeptides de sequences suivantes : 
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SEQ ID N°27; SEQ ID N°41; SEQ ID N°55; SEQ ID N°56; SEQ ID 
N°57; SEQ ID N°59; SEQ ID N°62; SEQ ID N°63; SEQ ID N°64; 
SEQ ID N°65; SEQ ID N°119; SEQ ID N°132; SEQ ID N°240; SEQ 
ID N°241; SEQ ID N°277; SEQ ID N°278; SEQ ID N°279; SEQ ID 
5 N°3 82; SEQ ID N°406; SEQ ID N°428; SEQ ID N°442; SEQ ID 
N°446; SEQ ID N°447; SEQ ID N°453; SEQ ID N°454; SEQ ID 
N°541; SEQ ID N°542; SEQ ID N°591; SEQ ID N°608; SEQ ID 
N°609; SEQ ID N°610; SEQ ID N°618; SEQ ID N°648; SEQ ID 
N°649; SEQ ID N°660; SEQ ID N°661; SEQ ID N°677; SEQ ID 
10 N°717; SEQ ID N°765; SEQ ID N°797; SEQ ID N°871; SEQ ID 
N°875; SEQ ID N°920; SEQ ID N°922; SEQ ID N°937; SEQ ID 
N°998; SEQ ID N°1020; SEQ ID N°1021; SEQ ID N°1034; SEQ ID 
N°1044; SEQ ID N°1046; SEQ ID N°1049 et un de leurs 
fragments . 

15 

39. Polypeptide selon l'une des revendications 5 a 8, 
caracterise en ce qu'il s'agit d'un polypeptide de 
Chlamydia trachomatis ou un de ses fragments implique dans 
le metabolisme des polypeptides, et en ce qu'il est choisi 
20 parmi les polypeptides de sequences suivantes : 

SEQ ID N°21; SEQ ID N°21; SEQ ID N°22; SEQ ID N°23 ; SEQ ID 
N°24; SEQ ID N°25; SEQ ID N°2 6; SEQ ID N°7 5; SEQ ID N°84; 
SEQ ID N°84; SEQ ID N°86; SEQ ID N°92; SEQ ID N°133; SEQ ID 





N°151; 


SEQ 


ID 


N°152; 


SEQ 


ID 


N°157; 


SEQ 


ID 


N°179; 


SEQ 


ID 


25 


N°209; 


SEQ 


ID 


N°3 07; 


SEQ 


ID 


N°326; 


SEQ 


ID 


N°343; 


SEQ 


ID 




N°344; 


SEQ 


ID 


N°345; 


SEQ 


ID 


N°371; 


SEQ 


ID 


N°429; 


SEQ 


ID 




N°519; 


SEQ 


ID 


N°557; 


SEQ 


ID 


N°586; 


SEQ 


ID 


N°587; 


SEQ 


ID 




N°63 0; 


SEQ 


ID 


N°656; 


SEQ 


ID 


N°706; 


SEQ 


ID 


N°707; 


SEQ 


ID 




N°730; 


SEQ 


ID 


N°7 51; 


SEQ 


ID 


N°752; 


SEQ 


ID 


N°7 86; 


SEQ 


ID 


30 


N°847; 


SEQ 


ID 


N°885; 


SEQ 


ID 


N°923; 


SEQ 


ID 


N°978; 


SEQ 


ID 



N°1039; SEQ ID N°1048 et un de leurs fragments. 



40. Polypeptide selon l'une des revendications 5 a 8, 
caracterise en ce qu'il s'agit d'un polypeptide de 
35 Chlamydia trachomatis ou un de ses fragments implique dans 
le metabolisme des acides gras, et en ce qu'il est choisi 
parmi les polypeptides de sequences suivantes : 
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SEQ ID N»4; SEQ ID N»15; SEQ ID N °16; SEQ ID N°141 ; SEQ ID 

"l73 SEQ ID N °205 ; SEQ ID N °205; SEQ ID N°206; SEQ ID 

l>201, SEQ ID H°208 ; SEQ ID H-312, SEQ ID N-355; SEQ ID 

"o 415 . SEQ ID N °550; SEQ ID N°558; SEQ ID N»560, SEQ ID 

«o 561 SEQ ID N°574 ; SEQ ID N°574 ; SEQ ID H °577,- SEQ ID 

N°57B SEQ ID N «5 90; SEQ ID »°614; SEQ ID «°772 ; SEQ ID 

NOS08 SEQ ID N°809; SEQ ID N°904 ; SEQ ID N°905.. SEQ ID 

IZI: SEQ ID N °933; SEQ ID N°934 ; SEQ ID N°934 ; SEQ ID 
N°936 et un de leurs fragments. 

■ ~ i 'ime> des revendications 5 a 8, 

41. Polypeptide selon 1 une aes 

caracterise en ce ^ il s'agit d'un 

Chlamidia trachomatis ou un de ses fragments xmplrque dans 

, ^r, r-R ou'il est choisi parmi 

la synthese de la parol, et en ce qu 

les polypeptides de sequences suivantes : 

SEQ ID ^87; SEQ ID N °196; SEQ ID N°242; SEQ ID N o 269; SEQ 
ID N 628; SEQ ID N o 629; SEQ ID N °634; SEQ ID N o 635 SEQ ID 

Mono. cpn ID N°1019 et un de leurs 
N°637; SEQ ID N°63 8; Sky xu 

fragments . 

42. Polypeptide selon 1'une des revendications 5 a 8^ 

caracterise en ce qu'il s'agit d'un polypept.de de 

Chlamydia trachomatis ou un de ses fragments *>ns 

le processus de transcription. de traductron ou de 

. .. =„ ™ ou'il est choisi parmi les 

maturation, et en ce q» 

colvpeptides de sequences suivantes : 

SEQ^ID N°112 ; SEQ ID N°113,- SEQ ID N°332 ; SEQ ID N°212; SEQ 

ID N0213,- SEQ ID N°350 ; SEQ ID K°362 ; SEQ ID H°363 ; SEQ ID 

" 4 ffl ID »»«07, SEQ ID N°451 ; SEQ ID »o 546; SEQ ID 

"o S 43. SEQ ID K°744 ; SEQ ID N o v46; SEQ ID N°833; SEQ ID 

£•868, SEQ ID H-981, SEQ ID N-982; SEQ ID N °1003; SEQ ID 
N°1011; SEQ ID N°1042 et un de leurs fragments. 

43 Polypeptide selon l'une des revendications 5 a 8 
caracterise en ce ou'il s'a g it d-un polypeptide rrbosomal 
de Chlamydia trachomatis ou un de ses fragments, et en 
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qu'il est choisi parmi les polypeptides de sequences 
suivantes : 

SEQ ID N°114; SEQ ID N°115; SEQ ID N°116; SEQ ID N°328; SEQ 





ID N°3 61; SEQ 


ID N°375; SEQ ID N°445; 


SEQ 


ID 


N°543; 


SEQ 


ID 


5 


N°584; 


SEQ 


ID 


N°585; 


SEQ 


ID 


N°743; 


SEQ 


ID 


N°813; 


SEQ 


ID 




N°941; 


SEQ 


ID 


N°942; 


SEQ 


ID 


N°944; 


SEQ 


ID 


N°946; 


SEQ 


ID 




N°947 ; 


SEQ 


ID 


N°948; 


SEQ 


ID 


N°950; 


SEQ 


ID 


N°951; 


SEQ 


ID 




N°952; 


SEQ 


ID 


N°953; 


SEQ 


ID 


N°954; 


SEQ 


ID 


N°955; 


SEQ 


ID 




N°955; 


SEQ 


ID 


N°957; 


SEQ 


ID 


N°958; 


SEQ 


ID 


N°960; 


SEQ 


ID 


10 


N°961; 


SEQ 


ID 


N°1040; 


SEQ 


ID 


N°1041; 


SEQ 


ID 


N°1043; 


SEQ 


ID 



N°1063; SEQ ID N°1064 et un de leurs fragments. 



44. Polypeptide selon l'une des revendications 5 a 8, 
caracterise en ce qu'il s'agit d'un polypeptide de 
15 transport de Chlamydia trachomatis ou un de ses fragments, 
et en ce qu'il est choisi parmi les polypeptides de 
sequences suivantes : 



SEQ ID 


N°6; 


SEQ ID N° 


50; 


SEQ 


ID N°51; SEQ ID N°80; 


SEQ 


ID 


N°125; 


SEQ 


ID 


N°126; 


SEQ 


ID 


N°128; 


SEQ 


ID 


N°129; 


SEQ 


ID 


N°215; 


SEQ 


ID 


N°246; 


SEQ 


ID 


N°248; 


SEQ 


ID 


N°249; 


SEQ 


ID 


N°251; 


SEQ 


ID 


N°252; 


SEQ 


ID 


N°253; 


SEQ 


ID 


N°255; 


SEQ 


ID 


N°271; 


SEQ 


ID 


N°275; 


SEQ 


ID 


N°293; 


SEQ 


ID 


N°309; 


SEQ 


ID 


N°323; 


SEQ 


ID 


N°324; 


SEQ 


ID 


N°398; 


SEQ 


ID 


N°401; 


SEQ 


ID 


N°449; 


SEQ 


ID 


N°511; 


SEQ 


ID 


N°512; 


SEQ 


ID 


N°564; 


SEQ 


ID 


N°565; 


SEQ 


ID 


N°667; 


SEQ 


ID 


N°679; 


SEQ 


ID 


N°680; 


SEQ 


ID 


N°711; 


SEQ 


ID 


N°712; 


SEQ 


ID 


N°713; 


SEQ 


ID 


N°714; 


SEQ 


ID 


N°715; 


SEQ 


ID 


N°730; 


SEQ 


ID 


N°731; 


SEQ 


ID 


N°736; 


SEQ 


ID 


N°737; 


SEQ 


ID 


N°738; 


SEQ 


ID 


N°870; 


SEQ 


ID 


N°908; 


SEQ 


ID 


N°919; 


SEQ 


ID 


N°977; 


SEQ 


ID 


N°987; 


SEQ 


ID 


N°988; 


SEQ 


ID 


N°992; 


SEQ 


ID 


N°993 ; 


SEQ 


ID 


N°994; 


SEQ 


ID 


N°1028; 


SEQ 


ID 


N°1029 


et un de leurs 


fragments . 













45. Polypeptide selon l'une des revendications 5 a 8, 
caracterise en ce qu'il s'agit d'un polypeptide de 
35 Chlamydia trachomatis ou un de ses fragments implique dans 
le processus de virulence, et en ce qu'il est choisi parmi 
les polypeptides de sequences suivantes : 
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SEQ ID NO20; SEQ ID N°815; SEQ ID N°816; SEQ ID ^898; SEQ 
ID N°1059; SEQ ID N°1060 et un de leurs fragments. 

46 Polypeptide selon 1'une des revendications 5 a 8. 
caracterise en ce qu'xl s'agit d'un polypeptxde de 
Chlamydia trachomatis ou un de ses fragments implxque dans 
le systeme de secretion et/ou secrete, et en ce qu'xl est 
choisi parmi les polypeptides de sequences suivantes : 
SEQ ID N°758; SEQ ID N °888; SEQ ID N°889; SEQ ID N°890; SEQ 
ID N°891; SEQ ID N°896; SEQ ID N°897; SEQ ID N°898 et un de 
leurs fragments . 

47 Polypeptide selon l'une des revendications 5 a 8, 
caracterise en ce qu'xl s'agit d'un polypeptide specifxque 
des Chlamydiae ou un de ses fragments, et en ce qu'xl est 
choisi parmi les polypeptides de sequences suivantes : 
SEQ ID N022; SEQ ID ^29; SEQ ID N°31; SEQ ID ^32; SEQ ID 
N o 34 - SEQ ID N°35; SEQ ID N°39; SEQ ID ^40; SEQ ID N°43; 
SEQ xD NC48; SEQ ID N o49; SEQ ID N o50; SEQ ID N °52; SEQ ID 
N o 53 . SEQ ID N054; SEQ ID N°72; SEQ ID N°77; SEQ ID N°78; 
SEQ 'lD N°87; SEQ ID N o 9 0; SEQ ID ^95; SEQ ID N°108; SEQ ID 
H-llO- SEQ ID Mom,- SEQ ID H-122; SEQ ID N °123; SEQ ID 
N o 12 4; SEQ ID N oi27; SEQ ID N °138; SEQ ID N°144; SEQ ID 
N o 146 ; SEQ ID N°153; SEQ ID N°155; SEQ ID ^164; SEQ ID 
N o 166; SEQ ID N0175; SEQ ID N°182; SEQ ID N°184; SEQ ID 
N o 186 ; SEQ ID N°187; SEQ ID ^188; SEQ ID N°202; SEQ ID 
N o210; SEQ ID ^247; SEQ ID N°258; SEQ ID N°266; SEQ ID 
N°267; SEQ ID N°270; SEQ ID N°273 ; SEQ ID N«>274; SEQ ID 
N0295- SEQ ID ^296; SEQ ID N°305; SEQ ID ^306; SEQ ID 
NO309'; SEQ ID N°318; SEQ ID N°319; SEQ ID N°322; SEQ ID 
N o326- SEQ ID N°342; SEQ ID N°357; SEQ ID N<>376; SEQ ID 
N o379- SEQ ID N°380; SEQ ID N°388; SEQ ID N°390; SEQ ID 
NO400- SEQ ID N o 4 31 ; SEQ ID ^433; SEQ ID N°438; SEQ ID 
N o 443 - SEQ ID N°456; SEQ ID N°457; SEQ ID N°458; SEQ ID 
N o 4 64- SEQ ID ^468; SEQ ID N<>470; SEQ ID N°473 ; SEQ ID 
N o486- SEQ ID N°489; SEQ ID N°497; SEQ ID N°501; SEQ ID 
N°503; SEQ ID N°504; SEQ ID N°508; SEQ ID N°512; SEQ ID 
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N°521; 


SEQ 


ID 


tvtO C ft ft - 

N°522 ; 


<-*T^i/ft 

SEQ 


ID 


"NT O C ft "? - 

N u r>2 J ; 


£>hiQ 


±u 


JM Dz4 ; 


oilQ 


T"0. 




N°533 ; 


SEQ 


ID 


■»7 o c o c . 

N°535 ; 


SEQ 


TTft 

ID 


N u dj b ; 


ohiQ 


±u 


"KT O C. O *7 . 


OCA 


Tf\ 

±L) 




N°53 8 ; 


SEQ 


ID 


■» T o con 

N°539 ; 


SEQ 


ID 


tvtO C A A . 

N u 540 ; 


SEQ 


J.D 




CPA 


Tn 

±L> 




N°563 ; 


SEQ 


ID 


■» -r O C *~l ft 

N°572 ; 


SEQ 


ID 


vro c 1 Q . 


OT7ft 

SEQ 


ID 


TvTO C O C . 


SEQ 


T T~\ 

±u 


5 


N°603 ; 


SEQ 


ID 


■«T ft /T A /I 


O n/"\ 

SEQ 


Tn 

ID 


*to a r\ c . 
N u oU b ; 


C« TT«iO 

SEQ 


"T* T-\ 

ID 


tvt o a n *7 . 
JNJ b U / ; 


SEQ 


Tn 

-LJJ 




N°615 ; 


SEQ 


ID 


tit n 1 . 
N° 616 ; 


SEQ 


ID 


N w bz z ; 


SEQ 




IN v b4i X ; 


SEQ 


t n 
±D 




N°642 ; 


SEQ 


ID 




SEQ 


ID 


TvTO ccq . 

N ddo; 


OT7ft 

SEQ 


±U 


JN b / u ; 


SEQ 


TP) 

XL) 




N°693 ; 


SEQ 


ID 


N° 695 ; 


riT?ft 

SEQ 


Tn 
ID 


■kto a Ok a . 
N w b y b ; 


OTTO 

SEQ 


TT\ 
±U 




OTTO 


Tn 




N°703 ; 


SEQ 


ID 


N u / U4 ; 


bEQ 


ID 


■nto tic. 
JN / Id; 


OTTO 


J.JJ 


JN I AO f 






10 


» ▼ ft ft 

N°728 ; 


SEQ 


ID 


N u 7 J 9 ; 


SEQ 


ID 


"NT O H A o . 

JM w / 4z; 


OTTO 

o£*Q 


TT-\ 
±JJ 


JN / 44 / ; 


buy 


JLiJ 




N°750 ; 


SEQ 


ID 


»Tf) TCI . 


SEQ 


ID 


"KTO TC c . 

N u / D D ; 




Tf\ 


JN / D / ; 




J-D 




N°759 ; 


SEQ 


ID 


N°7 61 ; 


SEQ 


ID 


N u /oz; 


CPA 


ID 


JN ^ / b J ; 


OTA 


JlL) 




N°764 ; 


SEQ 


ID 


•» T ft IT) 

N°773 ; 


SEQ 


ID 


"KTO *~7 O A . 


bhiQ 


ID 


INI / o ± ; 


O TT 1 A 

SEQ 


ID 




— . /~\ n ^* /*\ 

N°789 ; 


SEQ 


ID 


T A ft ft ft 


SEQ 


T*n 

ID 


MOO A"3 . 


ohjQ 


ID 


TVT O Q A /I . 

JN o U4i ; 


SEQ 


XJJ 


15 


N°818 ; 


SEQ 


ID 


»T A ft ft A 

N°82 0 ; 


SEQ 


ID 


I^T O O ft ft - 


SEQ 


ID 










N°824 ; 


SEQ 


ID 


T^-r ft A ft *~i 

N°827 ; 


SEQ 


ID 


TVTO ft ft O 

N° 82 o ; 


O T7>«ft 

SEQ 


*r*n 
ID 


T\TO Q Q . 

JN" o-5 y ; 


CPA 

SEQ 


XJJ 




N°849; 


SEQ 


ID 


N°850 ; 


SEQ 


ID 


*Tft ft tr *i 

N°851 ; 


SEQ 


*T*Tft 

ID 


TvT O O C O . 


SEQ 


XJJ 




N°855; 


SEQ 


ID 


N°856 ; 


SEQ 


ID 


N°857 ; 


SEQ 


ID 




SEQ 


Tn 
ID 




N°859 ; 


SEQ 


ID 


N°860 ; 


SEQ 


ID 


HTft A /"* *1 

N°861 ; 


SEQ 


ID 


TvT O O £T ft 

N°8 62 ; 


SEQ 


Tn 

ID 


20 


N°863 ; 


SEQ 


ID 


N°86 5 ; 


SEQ 


ID 


N°868 ; 


SEQ 


ID 


»tA ft /T ft 

N°8 69 ; 


SEQ 


T*n 

ID 




N°870; 


SEQ 


ID 


N°871; 


SEQ 


ID 


x ft ft *~l ft 

N°872 ; 


SEQ 


ID 


TVT ft ft 'H ft 

N°873 ; 


SEQ 


Tn 
ID 




N°874; 


SEQ 


ID 


N°875 ; 


SEQ 


ID 


N°877 ; 


SEQ 


ID 


*.Tft ft *™l O 

N°878 ; 


SEQ 


ID 




N°880; 


SEQ 


ID 


N°882 ; 


SEQ 


ID 


ft ft ft yi 

N°884 ; 


SEQ 


ID 


•*T ft ft ft 

N°886 ; 


r«T?A 

SEQ 


ID 




N°8 93 ; 


SEQ 


ID 


N°901; 


SEQ 


ID 


»Tft ft ft C 

N°906 ; 


SEQ 


ID 


TVTO ft 1 ft . 

N u 910 ; 


SEQ 


T*n 

ID 


25 


N°912 ; 


SEQ 


ID 


N°915 ; 


SEQ 


ID 


»tA ft 1 c 

N°916 ; 


SEQ 


ID 


N u y 1 / ; 


SEQ 


Tn 
XJJ 




N°926 ; 


SEQ 


ID 


<k T ft ft ft ft 

N°929 ; 


SEQ 


ID 


N°933 ; 


SEQ 


ID 


TvTO QCC . 

JN" y dd ; 


SEQ 


Tn 
XJJ 




N°967; 


SEQ 


ID 


N°968; 


SEQ 


ID 


N°984; 


SEQ 


ID 


N°986 ; 


SEQ 


ID 




N°989; 


SEQ 


ID 


N°990; 


SEQ 


ID 


N°996; 


SEQ 


ID 


N°997; 


SEQ 


ID 




N°1001; 


SEQ 


ID 


N°1002; 


SEQ 


ID 


N°1013; 


SEQ 


ID 


N°1016; 


SEQ 


ID 


30 


N°1031; 


SEQ 


ID 


N°103 3; 


SEQ 


ID 


N°103 5; 


SEQ 


ID 


N°1049; 


SEQ 


ID 




N°1051; 


SEQ 


ID 


N°1052; 


SEQ 


ID 


N°1054; 


SEQ 


ID 


N°1056; 


SEQ 


ID 




N°1057; 


SEQ 


ID 


N°1058; 


SEQ 


ID 


N°1062; 


SEQ 


ID 


N°1070; 


SEQ 


ID 



N°1071; SEQ ID N°1073 et un de leurs fragments. 



35 48. Sequence nucleotidique selon 1'une des revendications 1 
a A, et, 9 a 28 , et/ou sequence de polypeptide selon l'une 
des revendications 5 a 8 # et, 29 a 47, caracterisee ( s ) en 
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ce que ladite ou lesdites sequences sent enregistrees sur 
un support d'enregistrement dont la forme et la nature 
facilitent la lecture, 1' analyse et/ou 1'exploitation de 
ladite ou lesdites sequences. 

49 Sequence nucleotidique utilisable come amorce, 
caracterisee en ce que ladite sequence est choisie parmx 
les sequences nucleotidiques selon 1'une des revendications 
2 a 4, et, 9a 28. 

50 Sequence nucleotidique utilisable comme sonde, 
caracterisee en ce que ladite sequence est choisie parmx 
les sequences nucleotidiques selon 1'une des revendicatxons 
2 a 4, et, 9 a 28. 

51 sequence nucleotidique selon 1'une des revendications 
49 et 50, caracterisee en ce qu'elle est marquee par un 
compose radioactif ou par un compose non radioactif - 

52 Sequence nucleotidique selon 1'une des revendications 
49 a 51, caracterisee en ce quelle est immobilisee sur un 
support, de maniere covalente ou non-covalente . 

53 Sequence nucleotidique selon 1'une des revendications 
49 a 52, caracterisee en ce quelle est immobilisee sur un 
support d'une puce a ADN. 

54 Sequence nucleotidique selon 1'une des revendications 
49 a 53 pour la detection et/ou 1 ' amplification de 
sequences nucleiques. 

55 Puce a ADN, caracterisee en ce qu'elle contient au 
moins une sequence nucleotidique selon la revendication 53 . 

56 Puce a ADN selon la revendication 55, caracterisee en 
e qu'elle contient en outre au moins une sequence 
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nucleotidique de micro-organisme autre que Chlamydia 
trachomatis, immobilisee sur le support de ladite puce. 

57. Puce a ADN selon la revendication 56, caracterisee en 
5 ce que le micro-organisme autre est choisi parmi un micro- 
organisme associe a Chlamydia trachomatis, une bacterie de 
la famille Chlamydia, et un variant de Chlamydia 
trachomatis . 

10 58. Vecteur de clonage, et/ ou d' expression, caracterise 
en ce qu'il contient une sequence nucleotidique selon l'une 
des revendications 2 a 5, et, 9 a 28. 

59. Vecteur selon la revendication 58, caracterise en ce 
15 qu'il contient une sequence nucleotidique selon l'une des 

revendications 10 a 12. 

60. Vecteur selon la revendication 58, caracterise en ce 
qu'il contient une sequence nucleotidique selon l'une des 

20 revendications 13 a 15. 

61. Vecteur selon la revendication 58, caracterise en ce 
qu'il contient une sequence nucleotidique selon l'une des 
revendications 16 a 21. 

25 

62. Vecteur selon la revendication 58, caracterise en ce 
qu'il contient une sequence nucleotidique selon l'une des 
revendications 22 a 25. 

30 63. Vecteur selon la revendication 58, caracterise en ce 
qu'il contient une sequence nucleotidique selon la 
revendication 26. 
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64. Vecteur selon la 
qu'il contient une 
revendication 27. 



revendication 58, caracterise en 
sequence nucleotidique selon 



ce 
la 
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65. Vecteur selon la revendication 58, caracterise en ce 
qu-il contient une sequence nucleotidique selon la 
revendication 2 8 . 

66 Cellule hote, caracterisee en ce qu'elle est 
transformee par un vecteur selon 1'une des revendicatxons 
58 a 65. 

67. Cellule hote selon la revendication 66, caracterisee 
en ce qu'il s'agit d'une bacterie appartenant a la famille 
Chlamydia. 

68. Cellule hote selon la revendication 67, caracterisee en 
ce qu'il s'agit d'une bacterie appartenant a l'espece 
Chlamydia trachomatis. 

69. Cellule hote selon la revendication 66, caracterisee en 
ce qu'il s'agit d'un micro-organisme associe a l'espece 

llamydia trachomatis. 




\10. \ Animal, excepte 1' Homme, comprenant une cellule 
^niformee selon l'une des revendications 66 a 69. 

71 Precede de preparation d'un polypeptide, caracterise 
en ce qu'il met en ceuvre un vecteur selon la revendication 

58, une cellule transformee par ledit vecteur et/ou un 
animal comprenant ladite cellule transformee. 

72 Precede de preparation d'un polypeptide, caracterise 
en ce qu'il met en ceuvre un vecteur selon la revendication 

59, une cellule transformee par ledit vecteur et/ou un 
animal comprenant ladite cellule transformee. 

73 Precede de preparation d'un polypeptide, caracterise 
en ce qu'il met en ceuvre un vecteur selon la revendication 

60, une cellule transformee par ledit vecteur et/ou un 
animal comprenant ladite cellule transformee. 
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74. Procede de preparation d'un polypeptide, caracterise 
en ce qu'il met en oeuvre un vecteur selon la revendication 

61, une cellule transformee par ledit vecteur et/ou un 
5 animal comprenant ladite cellule transformee. 

75. Procede de preparation d'un polypeptide, caracterise 
en ce qu'il met en oeuvre un vecteur selon la revendication 

62, une cellule transformee par ledit vecteur et/ou un 
10 animal comprenant ladite cellule transformee. 

76. Procede de preparation d'un polypeptide, caracterise en 
ce qu'il met en oeuvre un vecteur selon la revendication 63, 
une cellule transformee par ledit vecteur et/ou un animal 

15 comprenant ladite cellule transformee. 

77. Procede de preparation d'un polypeptide, caracterise en 
ce qu'il met en oeuvre un vecteur selon la revendication 64, 
une cellule transformee par ledit vecteur et/ou un animal 

20 comprenant ladite cellule transformee. 

78. Procede de preparation d'un polypeptide, caracterise en 
ce qu'il met en oeuvre un vecteur selon la revendication 65, 
une cellule transformee par ledit vecteur et/ou un animal 

25 comprenant ladite cellule transformee. 

79. Polypeptide recombinant susceptible d'etre obtenu par 
un procede selon la revendication 71. 

30 80. Polypeptide recombinant susceptible d'etre obtenu par 
un procede selon la revendication 72 . 

81. Polypeptide recombinant susceptible d'etre obtenu par 
un procede selon la revendication 73 . 
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82. Polypeptide recombinant susceptible d'etre obtenu par 
un procede selon la revendication 74. 
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83. Polypeptide recombinant susceptible d'etre obtenu par 
un procede selon la revendication 75. 

84. Polypeptide recombinant susceptible d'etre obtenu par 
un procede selon la revendication 76. 

85. Polypeptide recombinant susceptible d'etre obtenu par 
un procede selon la revendication 77. 

86. Polypeptide recombinant susceptible d'etre obtenu par 
un procede selon la revendication 78. 

87 Procede de preparation d'un polypeptide synthetique, 
caracterise en ce qu'il utilise une sequence d'acxdes 
amines d'un polypeptide selon 1'une des revendicatrons 5 a 
8, 29 a 47, et, 79 a 86. 

88. Polypeptide synthetique obtenu par un procede selon la 
revendication 87 . 

89 Polypeptide hybride, caracterise en ce qu'il comporte 
au moins la sequence d'un polypeptide selon l'une des 
revendications 5 a 8, 29 a 47, et, 79 a 86, et 88, et une 
sequence d'un polypeptide susceptible d'induire une reponse 
immunitaire chez l'homme ou 1' animal. 

90. Polypeptide hybride selon la revendication 89, 
caracterise en ce qu'il comporte au moins la sequence d'un 
polypeptide selon l'une des revendications 29 a 31, et 80, 
et une sequence d'un polypeptide susceptible d'induire une 
reponse immunitaire chez l'homme ou 1' animal. 

91 Polypeptide hybride selon l'une des revendications 89 
et 90, caracterise en ce que le polypeptide susceptible 
d'induire une reponse immunitaire contient au moins un 
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determinant antigenique capable d'induire une reponse 
humorale et/ou cellulaire. 

92. Sequence nucleotidique codant pour un polypeptide 
5 hybride selon l'une des revendications 89 a 91. 

93. Vecteur caracterise en ce qu'il contient une sequence 
nucleotidique selon la revendication 92. 

10 94. Polypeptide hybride selon l'une des revendications 89 
a 91, caracterisee en ce qu'il s'agit d'un polypeptide 
recombinant obtenu par la mise en ceuvre d'un vecteur selon 
la revendication 93 . 

15 95. Procede pour la detection et/ou 1 ' identification de 
bacteries appartenant a l'espece Chlamydia trachomatis ou a 
un micro-organisme associe dans un echantillon biologique, 
caracterise en ce qu'il comprend les etapes suivantes : 

a) mise en contact de 1 ' echantillon biologique avec un 
20 polypeptide selon l'une des 5 a 8, 29 a 47, 79 a 86, et 88; 

b) mise en evidence du complexe antigene-anticorps 
eventuellement forme . 

96. Kit ou necessaire pour la detection et/ou 
25 1 ' identification de bacteries appartenant a l'espece 
Chlamydia trachomatis ou a un micro-organisme associe, 
caracterise en ce qu'il comprend les elements suivants : 
a) un polypeptide selon l'une des revendications 5 a 8, 
29 a 47, 79 a 86, et 88 ; 
30 b) le cas echeant, les reactifs pour la constitution du 
milieu propice a la reaction immunologique ; 

c) les reactifs permettant mise en evidence des complexes 
antigene-anticorps eventuellement formes entre le ou les 
polypeptides de 1' invention et les anticorps ; 

35 d) le cas echeant, un echantillon biologique de reference 
(temoin negatif) depourvu d' anticorps reconnus par ledit 
polypeptide ; 
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e) le cas echeant, un echantillon biologique de reference 
(temoin positif) contenant une quantite predetermine 
d'anticorps reconnus par ledit polypeptide. 

97 Anticorps mono- ou polyclonaux, leurs fragments, ou 
anticorps chimeriques, caracterises en ce qu'ils sent 
capables de reconnaitre specif iquement un polypeptide selon 
l'une des revendications 5 a 8, 29 a 47, 79 a 86, et 88. 

98. Anticorps selon la revendication 97, caracterise en ce 
qu'il s'agit d'un anticorps marque. 

99 Precede pour la detection et/ou 1 ' identification de 
bacteries appartenant a 1'espece Chlamydia trachomatis ou a 
un micro-organisme associe dans un echantillon biologxque, 
caracterise en ce qu'il comprend les etapes suivantes : 

a) mise en contact de 1 ' echantillon biologique avec un 
anticorps selon l'une des revendications 97 et 98 ; 

b) mise en evidence du complexe antigene-anticorps forme. 

100. Kit ou necessaire pour la detection et/ou 
1' identification de bacteries appartenant a 1'espece 
Chlamydia trachomatis ou a un micro-organisme associe, 
caracterise en ce qu'il comprend les elements suivants : 

a) un anticorps polyclonal ou monoclonal selon l'une des 
revendications 97 et 98 ; 

b) le cas echeant, les reactifs pour la constitution du 
milieu propice a la reaction immunologique ; 

c) les reactifs permettant la mise en evidence des 
complexes antigene-anticorps produits par la reaction 
immunologique . 

101. Polypeptide selon l'une des- revendications 5 a 8, 29 a 
47, 79 a 86, et 88, ou anticorps selon l'une des 
revendications 97 et 98, caracterise en ce qu'il est 
immobilise sur un support, notamment d'une puce a protexne. 
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102. Puce a proteine, caracterisee en ce qu'elle contient 
au moins un polypeptide selon l'une des revendications 5 a 
8, 29 a 47, 79 a 86, et 88, ou au moins anticorps selon 
l'une des revendications 97 et 98, immobilise sur le 

5 support de ladite puce. 

103. Puce a proteine selon la revendication 102, 
caracterisee en ce qu'elle contient en outre au moins un 
polypeptide de micro-organisme autre que Chlamydia 

10 trachomatis ou au moins un anticorps dirige contre un 
compose de micro-organisme autre que Chlamydia trachomatis , 
immobilise sur le support de ladite puce. 

104. Kit ou necessaire pour la detection et/ou 
15 1 ' identification de bacteries appartenant a l'espece 

Chlamydia trachomatis ou a un micro-organisme associe, 
caracterise en ce qu'il comprend une puce a proteine selon 
l'une des revendications 102 et 103. 

20 105. Kit ou necessaire pour la detection et/ou 
1 ' identification d'un micro-organisme, caracterise en ce 
qu'il comprend une puce a proteine selon la revendication. 
103 . 

25 106. Procede de detection et/ou d' identification de 

bacteries appartenant a l'espece Chlamydia trachomatis ou a 
un micro-organisme associe dans un echantillon biologique, 
caracterise en ce qu'il met en ceuvre une sequence 
nucleotidique selon l'une des revendications 1 a 4, 9 a 28, 

30 49 a 54. 

107. Procede selon la revendication 106, caracterise en ce 
qu'il comporte les etapes suivantes : 

a) le cas echeant, isolement de l'ADN a partir de 
35 1 ' echantillon biologique a analyser, ou eventuellement 
obtention d'un ADNc a partir de l'ARN de 1 ' echantillon 
biologique ; 
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b) amplification specif ique de l'ADN de bacteries 
appartenant a I'espece Chlamydia trachomatis ou a un 
micro-organisme associe a l'aide d'au moins une amorce 
selon 1'une des revendications 49 a 54; 

c) mise en evidence des produits d' amplification. 

108. Procede selon la revendication 106, caracterise en ce 
qu'il comprend les etapes suivantes : 

a) mise en contact d'une sonde nuc leotidique selon l'une 
des revendications 50 a 54, avec un echantillon biologique, 
l'ADN contenu dans 1 ' echantillon biologique ayant, le cas 
echeant, prealablement ete rendu accessible a 
1 'hybridation, dans des conditions permettant 1 'hybridation 
de la sonde a l'ADN d'une bacterie appartenant a I'espece 
Chlamydia trachomatis ou a un micro-organisme associe ; 

b) mise en evidence de l'hybride eventuellement forme 
entre la sonde nucleotidique et l'ADN de 1 ' echantillon 
biologique . 

109. Procede selon la revendication 106, caracterise en ce 
qu'il comprend les etapes suivantes : 

a) mise en contact d'une sonde nucleotidique immobilisee 
sur un support selon la des revendications 52 avec un 
echantillon biologique, l'ADN de 1 ' echantillon, ayant, le 
cas echeant, ete prealablement rendu accessible a 
1' hybridation, dans des conditions permettant 
1'hybridation de la sonde a l'ADN d'une bacterie 
appartenant a I'espece Chlamydia trachomatis ou a un 
micro-organisme associe ; 

b) mise en contact de l'hybride forme entre la sonde 
nucleotidique immobilisee sur un support et l'ADN contenu 
dans 1' echantillon biologique, le cas echeant apres 
elimination de l'ADN de 1 ' echantillon biologique n'ayant 
pas hybride avec la sonde, avec une sonde nucleotidique 
marquee selon la revendication 51 ; 

c) mise en evidence du nouvel hybride forme a l'etape b) . 
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110. Procede selon la revendication 109, caracterise en ce 
que, prealablement a l'etape a), 1'ADN de 1 ' echantillon 
biologique, ou l'ADNc obtenu eventuellement par 
transcription inverse de l'ARN de 1 ' echantillon, est 

5 amplifie a l'aide d'au moins une amorce selon l'une des 
revendications 49 a 54. 

111. Kit ou necessaire pour la detection et/ou 
1 ' identification de bacteries appartenant a 1' espece 

10 Chlamydia trachomatis ou a un micro-organisme associe, 
caracterise en ce qu'il comprend les elements suivants : 

a) une sonde nucleotidique selon l'une des revendications 
50 a 54; 

b) le cas echeant, les reactifs necessaires a la mise en 
15 ceuvre d'une reaction d' hybridation ; 

c) le cas echeant, au moins une amorce selon l'une des 
revendications 49 a 54 ainsi que les reactifs necessaires 
a une reaction d' amplification de l'ADN. 

20 112. Kit ou necessaire . pour la detection et/ou 
1 ' identification de bacteries appartenant a 1 ' espece 
Chlamydia trachomatis ou a un micro-organisme associe, 
caracterise en ce qu'il comprend les elements suivants : 

a) une sonde nucleotidique, ; dite sonde .de capture, selon 
25 la revendication 52 ; 

b) une sonde oligonucleotidique, dite sonde de 
revelation, selon la revendication 51; 

c) le cas echeant, au moins une amorce selon l'une des 
revendications 49 a 54 ainsi que les reactifs necessaires 

30 a une reaction d' amplification de l'ADN. 

113 . Kit ou necessaire pour la detection et/ou 
1 ' identification de bacteries appartenant a 1' espece 
Chlamydia trachomatis ou a un micro-organisme associe, 
35 caracterise en ce qu'il comprend les elements suivants : 

a) au moins une amorce selon l'une des revendications 49 
a 54; 
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b) le cas echeant, les reactifs necessaires pour 
effectuer une reaction d' amplification d'ADN ; 

c) le cas echeant, un composant permettant de verifier la 
sequence du fragment ainplifie. plus particulierement une 
sonde oligonucleotidique selon l'une des revendications 50 
a 54. 

114 Kit ou necessaire pour la detection et/ou 
1'identification de bacteries appartenant a I'espece 
Chlamydia trachomatis ou a un micro- organisme associe, 
caracterise en ce qu'il comprend une puce a ADN selon la 
revendication 55. 

115 Kit ou necessaire pour la detection et/ou 
1- identification d'un micro-organisme, caracterise en ce 
qu-il comprend une puce a ADN selon l'une des 

revendications 56 et 57. 

116. Precede ou kit ou necessaire selon l'une des 

oc qc q q 100 et, 104 a 115 pour la 
revendications 95, 96, 99, iuu ec, 

detection et/ou 1' identification de bacteries appartenant a 
I'espece Chlamydia trachomatis, caracterise en ce que 
ladite amorce et/ou ladite sonde sont choisies parmi les 
sequences nucleotidiques selon l'une des revendications 2 a 
4 9 a 28, et, 49 a 54 specifiques de I'espece Chlamydia 
trachomatis, en ce que lesdits polypeptides sont choisies 
parmi les polypeptides selon l'une des revendications 5 a 
8 29 a 47 79 a 86, 88 et 101 specif iques de I'espece 
Chlamydia trachomatis et en ce que lesdits anticorps sont 
choisies parmi les anticorps selon l'une des revendications 
97 et 98 diriges centre les polypeptides choisies parmi les 
polypeptides selon l'une des revendications 5 a 8, 29 a 47, 
79 a 86, 88 et 101 specif iques de I'espece Chlamydia 
trachomatis . 

117 Procede ou kit ou necessaire selon la revendication 
116, caracterise en ce que ladite amorce et/ou ladite sonde 
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sont choisies parmi les sequences nucleotidiques selon la 
revendication 28, en ce que lesdits polypeptides sont 
choisies parmi les polypeptides selon l'une des 
revendications 47 et 86, et en ce que lesdits anticorps 
5 sont choisies parmi les anticorps selon l'une des 
revendications 97 et 98 diriges contre les polypeptides 
selon l'une des revendications 47 et 86 selon la 

revendication . 

10 118. Procede ou kit ou necessaire selon l'une des 
revendications 95, 96, 99, 100, et, 104 a 117, pour le 
diagnostic de predispositions a des maladies genitales, 
induites ou aggravees par une infection par Chlamydia, 
trachomatis . 

15 

119. Procede ou kit ou necessaire selon l'une des 
revendications 95, 96, 99, 100, et, 104 a 117, pour le 
diagnostic de predispositions a, ou d 1 affections par, des 
maladies oculaires induites ou aggravees par une infection 

20 par Chlamydia trachomatis . 

120. Procede ou kit ou necessaire selon l'une des 
revendications 95, 96, 99, 100, et, 104 a 117, pour le 
diagnostic de predispositions a, ou d 1 affections par, des 

25 maladies systemiques, notamment du systeme lymphatique, 
induites ou aggravees par une infection par Chlamydia 
t ra ch oma t i s . 

121. Utilisation de polypeptide selon l'une des 
30 revendications 5 a 8, 29 a 47, 79 a 86, et 88, une cellule 

transformee selon l'une des revendications 66 a 69 et/ou 
un animal selon la revendication 70, pour la biosynthese ou 
la biodegradation de compose d'interet. 

35 122 . Procede de biosynthese ou de biodegradation de compose 
d'interet, caracterise en ce qu'il met en oeuvre un 
polypeptide selon l'une des revendications 5 a 8, 29 a 47, 
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79 a 86, et 88, une cellule transformee selon l'une des 

— » ' • MC? k 69 et/ou un animal selon la 

revendications bb a oy ^ 

revendication 70. 

5 123 Utilisation d'une sequence nucleotidique selon l'une 
deS ' revendications 2 a 4, et, 9 a 28, d'un polypeptide 
selon l'une des revendications 5 a 8, 29 a 47, 79 a 86, et 
88, d'un anticorps selon 1" une des revendications 97 et 
98 d'une cellule selon l'une des revendications 66 a 69, 

10 et/ou d'un animal transforme selon la revendication 70 
pour la selection de compose organique ou inorgamque 
capable de moduler, de reguler, d'induire ou d'inhiber 
1' expression de genes, et/ou de modifier la replication 
cellulaire de cellules eucaryotes ou procaryotes ou 

15 capables d'induire, d'inhiber ou d ' aggraver chez un 
organisme animal ou humain les pathologies liees a une 
infection par Chlamydia trachomatis ou par un m.cro- 
organisme associe . 

20 124. Methode de selection de compose capable de se lier a 
un polypeptide selon l'une des revendications 5 a 8, 
47 79 a 86, et 88, capable de se lier a une sequence 
nucleotidique selon l'une des revendications 2 a 4, et, 9a 
28, ou capable de reconnaitre un anticorps selon l'une des 

q-7 oh aa et/ou capable de moduler, de 
25 revendications 97 et 98, ec/ou 

reguler, d'induire ou d'inhiber 1'expression de genes, 
et/ou de modifier la replication cellulaire de cellules 
eucaryotes ou procaryotes, ou capables d'induire, d'inhiber 
ou d' aggraver chez un organisme animal ou humam les 
30 pathologies liees a une infection par Chlamydia 
trachomatis, caracterisee en ce qu'elle comprend les etapes 

suivantes : . 
a) mise en contact dudit compose avec ledit polypeptide, 
ladite sequence nucleotidique, avec une cellule transformee 
35 selon l'une des revendications 66 a 69 , et/ou 
administration dudit compose a un animal transforme selon 
la revendication 70; 
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b) determination de la capacite dudit compose a se lier 
avec ledit polypeptide ou ladite sequence nucleotidique, ou 
de moduler, de reguler, d'induire ou d'inhiber 1' express ion 
de genes, ou de moduler la croissance ou la replication 
5 cellulaire, ou d'induire, d'inhiber ou d'aggraver chez 
ledit organisme animal ou humain les pathologies liees a 
une infection par Chlamydia trachomatis ou par un micro- 
organisme associe . 

10 125. Compose susceptible d'etre selectionne par une methode 
selon la revendication 124. 



126. Composition pharmaceutique comprenant un compose 
choisi 

15 parmi les composes suivants : 

a) une sequence nucleotidique selon l'une des revendications 
2 a 4, 9 a 28 ; 

b) un polypeptide selon l'une des revendications 5 a 8, 29 a 
47, 79 a 86, 88 a 91, et 94 ; 

20 c)un vecteur selon l'une des revendications 58 a 65 , et 
93 ; 

d) un anticorps selon la revendication 97 ; et 

e) un compose selon la revendication 125. 

25 127. Composition selon la revendication 126, 

eventuellement en association avec un vehicule 
pharmaceutiquement acceptable. 

12 8. Composition pharmaceutique selon l'une des 

30 revendications 126 et 127 pour la prevention ou le 

traitement d'une infection par une bacterie appar tenant a 

l'espece Chlamydia trachomatis ou par un micro-organisme 
associe . 



35 



129. Composition vaccinale, caracterisee en ce qu'elle 
comprend un ou plusieurs polypeptides selon l'une des 
revendications 5 a 8, 29 a 47, 79 a 86, 88, et/ou un ou 
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plusieurs polypeptides hybrides selon l'une des 
revendications 89 a 91 et 94. 

130. Utilisation d'une cellule selon l'une des 
revendications 66 a 69, pour la preparation d'une 
composition vaccinale. 

131. Composition vaccinale, caracterisee en ce qu'elle 
contient un vecteur selon l'une des revendications 58 a 65, 
et 93, et/ou une cellule selon l'une des revendications 66 
a 69. 

13 2. Composition vaccinale selon l'une des revendications 
129 et 131, pour la prevention ou le traitement d'une 
infection par une bacterie appartenant a l'espece Chlamydia, 
trachomatis ou par un micro- organisme associe. 

133. Composition vaccinale selon l'une des revendications 
129, 131 a 132, en association avec un vehicule 
pharmaceutiquement acceptable et, le cas echeant un ou 
plusieurs adjuvants de l'immunite appropries . 

134. utilisation d'une composition selon l'une des 
revendications 126 a 129, et, 131 a 133, pour le traitement 
et/ou la prevention de maladies geni tales induites ou 
aggravees par Chlamydia trachomatis. 

135. Utilisation d'une composition selon l'une des 
revendications 126 a 129, et, 131 a 133, pour le traitement 
et/ou la prevention de maladies oculaires induites ou 
aggravees par Chlamydia trachomatis. 

136. Utilisation d'une composition selon l'une des 
revendications 126 a 129, et, 131 a 133, pour le traitement 
et/ou la prevention de maladies systemiques induites ou 
aggravees par la presence de Chlamydia trachomatis. 



1796 



137. Utilisation selon la revendication 136, caracterisee 
en ce que la maladie systemique affecte le systeme 
lymphatique . 
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10 



15 



20 



implique dans le metabolisme des acides nucleiques, et en 
ce qu'elle comprend une sequence nucleotidique choxsxe 
parmi les sequences suivantes : 

ORF5; ORF12; ORF82; ORF96 ; ORF97 ; ORF98; ORF9S ; 



25 



ORF105; 
ORF259; 
ORF3 87; 
ORF596 ; 

ORF625; 

ORF708; 

ORF788 ; 

ORF918; 



30 



ORF118; 
ORF260; 
ORF427; 
ORF597; 

ORF650; 

ORF719; 

ORF794 ; 

ORF924; 



ORF100 
ORF2 04 
ORF302 
ORF595 
ORF624 
ORF704 
ORF787 
ORF907 
ORF963 



ORF136; ORF137; ORF163 ; ORF190; 
ORF262; ORF2 90; ORF300; ORF3 01; 
0RF434; ORF441; ORF444; ORF471; 
ORF599; ORF600; ORF605; ORF612; 
ORF657; ORF658; ORF702; ORF703; 
ORF766; ORF767; ORF775; ORF779; 
ORF841; ORF842; ORF883 ; ORF884; 
ORF918; uk™*.- ORF928; ORF929; ORF962; ORF962; 
ORF969; ORF970 ; ORF975; ORF979; ORF995; ORF1031; ORF1032 et 
un de leurs fragments representatif s . 

19 Sequence nucleotidique selon 1'une des revendi cat ions 2 
k \ et 9, caracterisee en ce qu'elle code pour un 
polypeptide de Chlamydia trachomatis ou un de ses fragments 
implique dans le metabolisme des acides amines, et en ce 
qa-elle comprend une sequence nucleotidique choisie parmx 
les sequences suivantes : 

ORF27; ORF41; ORF55; 0RF56; ORF57; ORF59; ORF62; ORF63 
ORF64; ORF65; ORF119; ORF132; ORF240; ORF241; ORF277 
ORF279; ORF382; ORF406; 0RF428; 0RF442; 
ORF453; ORF454; 0RF541; ORF542; ORF591; 
ORF610; ORF618; ORF648; ORF649; ORF660; 
ORFb "/'/ ; ORF717; ORF765; ORF797; ORF871; ORF875; 
ORF922; ORF937; ORF998; ORF1020; ORF1021; ORF1034; ORF1044 
ORF1046; ORF1049 et un de leurs fragments representatxf s . 



ORF278; 
0RF447; 
ORF609 ; 
ORF677; 



0RF446 
ORF608 
ORF661 
ORF920 



20 Sequence nucleotidique selon 1 ■ une des revendications 2 
a 4 et 9, caracterisee en ce qu'elle code pour un 
polypeptide de Chlamydia trachomatis ou un de ses fragments 
implique dans le metabolisme des polypeptides, et en ce 
35 qu'elle comprend une sequence nucleotidique choisie parmx 
les sequences suivantes : 
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plusieurs polypeptides hybrides selon l'une des revendicat ions 89 a 
91 et 94. 

130. Utilisation d'une cellule selon l'une des revendicat ions 66 a 
5 69, pour la preparation d'une corrposition vaccinale. 

131. Composition vaccinale, caracterisee en ce qu'elle contient un 
vecteur selon l'une des revendicat ions 58 a 65, et 93, et/ou une 
cellule selon l'une des revendicat ions 66 a 69. 

10 

132 . Composition vaccinale selon 1 1 une des revendications 129 et 
131, pour la prevention ou le traitement d'une infection par une 
bacterie appartenant a l'espece Chlamydia, trachomatis ou par un 
micro-organisme associe. 

15 

133. Composition vaccinale selon l'une des revendications 129, 131 
a 132, en association avec un vehicule pharmaceutiquement acceptable 
et, le cas echeant un ou plusieurs adjuvants de 1'immunite 
appropries . 

20 

134. Utilisation d'une conposition selon l'une des revendications 
126 a 129, et, 131 a 133, pour la preparation d'un medicament 
destine au traitement et/ou a la prevention de maladies genitales 
induites ou aggravees par Chlamydia trachomatis. 

25 

135. Utilisation d'une corrposition selon l'une des revendications 
126 a 129, et, 131 a 133, pour la preparation d'un medicament 
destine au traitement et/ou a la prevention de maladies ocul aires 
induites ou aggravees par Chlamydia trachomatis. 

30 

136. Utilisation d'une corrposition selon l'une des revendications 
126 a 129, et, 131 a 133, pour la preparation d'un medicament 
destine au traitement et/ou a la prevention de maladies systemiques 
induites ou aggravees par la presence de Chlamydia trachomatis. 
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